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[Entry hitbj [Name and origin 1 [References] [Comments] [Cross-references] [Keywords] 

[ Features ] [ Sequen ce] [ To ols] 

Note: most headings are clickable, even if they don't appear as links. They link to the user manual or other documents . 
Entry intbrmation 



Entry name 

Primary accession number 
Secondary accession numbers 
Entered in Swiss-Prot in 
Sequence was last modified in 
Annotations were last modified in 
Name and origin of tlie protein 
Protein name 
Synonyms 
Gene name 
From 

Taxonomy 



PTMA_CAMCO 
Q45983 

None 

Release 36, July 1998 
Release 36, July 1998 
Release 44, July 2004 



Posttranslational flagellin modification protein A 

None 

Name: ptmA 

Canipyloba^^^^^ [TaxID: 1 95 ] 
Bacteria; Proteobacteria : Epsilonpro teobacteria; 
Campylobac terales; Campylobacteraceae : Campyloba cter. 

References 

[1] SEQUENCE FROM NUCLEIC ACID. 
STRAIN=VC167; 

MEDLINE=96423180;PubMed=8825781 [ NCBL ExPA Sy, EM, Israel, Japan ] 
GuerryP. , DoigP., Aim R.A. , BurrD.H. , Kinsella N.. Trust T. J. : 

"Identification and characterization of genes required for post-translational modification of 
Campylobacter coli VC167 flagellin."; 
Mol. Microbiol. 19:369-378(1996). 

Comments 

• FUNCTION: Required for biosynthesis of LAH modification in the post-translational 
modification of Campylobacter coU flagellin. 

• SIMILARITY: Belongs to the short-chain dehydrogenases/reductases (SDR) family. 
Copyright 

This Swiss-Prot entry is copyright. It is produced through a collaboration between the Swiss Institute of Bioinformatics and 
the EMBL outstation - the European Bioinformatics Institute. There are no restrictions on its use by non-profit institutions as 
long as its content is in no way modified and this statement is not removed. Usage by and for commercial entities requires a 
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license agreement (See http://www.isb-sib.ch/ announcgZ or send an email to license@isb-sib.ch) 
Cross-references 
EMBL 
PIR 



InterPro 

Pfam 

PRINTS 

PROSITE 

ProDom 

HOBACGEN 

BLOCKS 

ProtoNet 

ProtoMap 

PRESAGE 

DIP 

ModBase 
SMR 

SWISS-2DPAGE 

UniRef 

Keywords 

Oxidoreductase. 

Features 



AY102621; AAM76282.1; -.[EMBL / GenBank / DDBJ ] [CoDingSequence] 
S_7068_6; S70686. 
IPRQ02198 : ADH_short. 
IPR002347: Adh_short_C2. 
Graphical view_ of domain structu re. 
PFQ0106 : adh_short; 1. 
Pfam graphical view of domain structure . 
PR00081 : GDHRDH. 
PSQ0061 : ADH_SHORT; FALSE_NEG. 
[ Domain structu re / List of seq. sh a ring at least 1 domain ] 
[ Famil y / Align ment / Tre e] 
045983 . 
045983 . 
045983 . 
Q45983, 
_Q4598_3. 
045983 . 

045983 : 46045E806390D69F. 
Get r egion on 2D PAGE . 

View cluster of proteins with at least 50% / 90% identity. 



Feature table viewer 



Key From To Length Description 

ACT_SITE 168 168 By similarity. 

Sequence information 

Length: 256 Molecular weight: 28489 CRC64: 46045E806390D69F [This is a checksum on the 
AA Da sequence] 
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WLAKELFNTN IRVNTLASGG ILDNQANIFL EKYRKCCASK GMLDAEDICG TLVFLLSDES 



http://us.expasy.org/cgi-bin/niceprot.pl?Q45983 



9/2/04 



NiceProt View of Swiss-Prot: Q45983 



Page 3 of 3 



250 

KFVTGQTLW DDGWGL 



Q45983 in FASTA 
format 



Vi ew entry^ in o ri ginal Swiss-Prot format 

View entry i n raw text format (no lin ks) 

Re port form fo r errors/updat e s in this Swi ss -Prot entry 



BLAST submission on 
ExPASy/SIB 
orat NCBI (USA) 



ScanProsite , MotifScan 






Sequence analysis tools: ProtPar am, ProtScale, 
Compute pI/Mw, PeptideMass . PeptideCutter , 
^ DoJlet (Java) 



Search the SWIS S-MODEL Rep ository 
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Mirror sites: 
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Clear 



Search |Swiss-Prot/TrEMBL 1 fbr [coli Campylobacter flage; i-^Q- 

NiceProt 
View of 
Swiss- 
Prot: 

P27053 iiiiiiip^^ 

[Entr> info] [Name and origin] [References] [Comments] [Cmss-referenc^^^ [Keywords] 

[ Featur es] [Seq uence ] [Tools] 

Note: most headings are clickable, even if they don't appear as links. They link to the us er manual or otherjkxnmwnAs. 
Entry information 

Entry name FLAA_CAMCO 

Primary accession number P27053 

Secondary accession numbers None 

Entered in Swiss-Prot in Release 23, August 1992 

Sequence was last modified in Release 34, October 1996 

Annotations were last modified in Release 44, July 2004 

Name and origin of the protein 

Protein name Flagellin A 

Synonyms None 

Gene name Name: flaA 

From CampylobMer c^^^ [TaxID: 195] 

Taxonomy Bacte ria; Proteobacteri a; E psilonproteob acteria; 

Campylobacte rales; Campylobact eraceae; Campyl obacter. 

References 

[1] SEQUENCE FROM NUCLEIC ACID. 
STRAIN-VC167 T2; 

MEDLINE-91310584;PubMed=1856171 [ NCBL ExPASy, EBI, Israel , Japan] 
Guerry P. , Ai m R.A. , Power M,E. . Logan S.M. , Trust TJ, : 
"Role of two flagellin genes in Campylobacter motility."; 
I Bacteriol. 1 73:4757-47 64(1991). 

Comments 

• FUNCTION: Flagellin is the subunit protein which polymerizes to form the filaments of bacterial 
flagella. 

• SUBUNIT: Heteropolymer of flaA and flaB. A flagellar filament composed exclusively of flaA is 
indistinguishable in length fi*om that of the wild type and shows a slight reduction in motility. The 
flagellar filament composed exclusively of the flaB is severely truncated in length and greatiy 
reduced in motihty. Thus, while both flagellins are not necessary for motility, both are required 
for a fully active flagellar filament. 

• SIMILARITY: Belongs to the bacterial flagellin family. 
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Copyright 

This Swiss-Prot entry is copyright. It is produced through a collaboration between the Swiss Institute of Biomformatics and 
the EMBL outstation - the European Bioinformatics Institute. There are no restrictions on its use by non-profit institutions as 
long as its content is in no way modified and this statement is not removed. Usage by and for commercial entities requires a 
license agreement (See http jA^'^h-sib .ch/announce/ or send an email to licen_ se@,isb-sib, ch) 

Cross-references 

M64670; AAA23022.1; -.[ EMBL / GenBan k / DDBJ ] [CoDingSequence] 
M64671; AAA23026.1; -.[ EMBL / Ge nBank / DDBJ] [CoDingSequence] 

A424 74; A42474. 

P06i79; lUCU. [H SSP ENTRY / PDB] 
IPR001029; FlagellinC. 
IPR0108 10; Flagellin_IN. 
IPR0 Q1492 ; Flagellin_N. 
Graphica l vie w of domain structur e. 

PF00700; Flagellin_C; 1. 
PF07196; Flagellin_IN; 2. 
PF00669; FIagellin_N; 1. 
Pfgg-gLqpbigal view o f domain s tructure- 

PR00207; FLAGELLIN. 
PD00 0316: Flagellin_C; 2. 

[D omain st ru cture / List o f seq. sliar i ng at least 1 domain] 
[Family / Alignm ent / Tree ] 
P 27053 . 
P2705 3. 
P27053. 
P27Q53 . 
P27053. 
P27053 . 

P27053 : BD97DFF6CD099004. 
Get reg io n on 2D PAGE. 

View cluster of proteins with at least .502^ / 90% identity. 



EMBL 

PIR 
HSSP 



InterPro 

Pfam 

PRINTS 
ProDom 



HOBACGEN 
BLOCKS 
ProtoNet 
ProtoMap 
PRESAGE 
DIP 

ModBase 
SMR 

SWISS-2DPAGE 
UniRef 
Keywords 
F lagellum . 
Features 





Feature table viewer 







Key From To Length Description 

INIT_MET 0 0 By similarity. 

VARIANT 201 202 2 DS - > QN . 

Sequence information 

Length: 572 Molecular weight: 58880 CRC64: BD97DFF6CD099004 [This is a checksum on the 
AA Da sequence] 

10 20 30 40 50 60 

I 1 I I I I 

GFRINTNVAA LNAKANSDLN SRALDQSLSR LSSGLRINSA ADDASGMAIA DSLRSQANTL 
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130 
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190 
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SSGTVGLTIK 
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I 

YAIKAGNTSQ 
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I 

ADGRGIKITG 
370 

SLRESKGQIS 
430 

YSAILSASIQ 

490 

I 

GAMAVMDIAE 
550 
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LGILQTADKA 
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FNGKQLLSGG 
200 

NYNGIEDFKF 

260 

I 

DFAINGWIG 
320 

SIGVGAGILH 
380 

AANADAMGFN 
440 

IVSSARSISS 

500 
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TAITNLDQIR 

560 
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QSGSYAMAQA 
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MDEQLKILDT 
150 

FTNQEFQIGS 
210 

DSWISTSVG 
270 

KVDYSDGDEN 
330 

TENYGRLSLV 
390 

AYNGGGAKQI 
450 

TYWSTGSGF 
510 

ADIGSVQNQI 
570 

NSSQQNVLRL 
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IKTKATQAAQ 
160 

SSNQTIKASI 
220 

TGLGALAEEI 
280 

GSLISAINAV 
340 

KNDGRDINIS 
400 

I FAS SI AG FM 

460 

I 

SAGSGNSQFA 

520 

I 

TSTINNITVT 
LQ 



110 

DGQSLKTRTM 

170 

I 

GATQSSKIGV 

230 
I 

NRNADKTGIR 

290 
I 

KDTTGVQASK 

350 

I 

GTGLSAIGMG 

410 

I 

SQAGSGFSAG 

470 
I 

ALRISTVSAH 

530 

I 

QVNVKSAESQ 



120 

I 

LQADINRLME 

180 
I 

TRFETGSQSF 

240 
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ATFDVKSVGA 
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DENGKLVLTS 
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ATDMISQSSV 
420 

SGFSVGSGKN 
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540 
I 

IRDVDFASES 



P27053 in F ASTA 
format 



View e ntn^ in ori ginal Swiss-PrM fo^^^ 

View entr y in raw text form at (no link s) 

Repo rt form for e r rors/updates in t his Swiss-P rot entry 



B LAST su bm ission on 
BLAST ExPASy/SIB 

or at NCBT (USA) 



ScanPros ite, MotifScan 




^ Sequence analysis tools: ProtParam, ProtScak, 
"3^1 Compute pI /Mw. Pe ptideM ass. PeptideCutter, 
Dotlet (Java) 

Search the SWISS - MODEL Repos itory 




1 ^ ExPASy Home page 


Site Map Search ExPASy | Contact us | Swk^^^^^^ 


. 1 




Hosted bv NCSCUS 


Mirror sites: 
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China 


Korea 


Switzerland 


Taiwan 





http://us.expasy.org/cgi-bin/niceprot.pl7P27053 



9/2/04 



NiceProt View of TrEMBL: 030688 



Page 1 of 2 



^ ExPASxHomejage | SiteMag | SearchExPASy | Contactus | Swiss-Prot 



Clear 



Search |Swiss-Prot/TrEMBL for icoli Campylobacter flage: Qo 

NiceProt 
View of 
TrEMBL: 

03 0 68 8 l|f iii|^i|iiii|iiii| |||^ii|^||8|^ lijliflipaplp^i^^'^^^^^ 

[Iniry info] [Name and origin] [References] [Comments] [Cmssriieferences] [Keywords] 

[Features] [Sequence] [Tools] 

Note: most headings are clickable, even if they don't appear as links. They link to the user manual or other documents . 
Entry information 

Entry name 030688 

Primary accession number 030688 

Secondary accession numbers None 

Entered in TrEMBL in Release 05, January 1998 

Sequence was last modified in Release 05, January 1998 

Annotations were last modified in Release 24, June 2003 

Name and origin of the protein 

Protein name Flagellin A [Fragment] 

Synonyms None 

Gene name Name: flaA 

From Campylobacter coli [TaxID: 195] 

Taxonomy Ba cteria : Proteobacteria : Rpsilonproteobacteria: 

Campylob acterales ; C ampylobacter aceae: Camp ylobacter. 

References 

[ 1 ] SEQUENCE FROM NUCLEIC ACID. 
STRAIN=D1159; 

Meine rsmannRJ., HelselL .O., FLe Jds P. L, HiettKX,; 
"Discrimination of Campylobacter jejuni by fla gene sequencing."; 
imi. Micmbiol. 0j(H)a997). 

Comments 

None 

Cross-references 

EMBL AF015091; AAB69353.1; -.[ EMBL / GenBank / DDBJ1 [CoDingSeguence] 

GO_;_0009420; Cellular component: flagellar filament (sensu Bacteria) (inferred from 

electronic annotation). 
GOi0005198; Molecular function: structural molecule activity (inferred from electronic 

annotation). 

GO:Q 00 1539 :Biological process: ciliary or flagellar motility (inferred from electronic 
annotation). 

1PR001492 : Flagellin_N. 
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InterPro 

Pfam 

ProtoMap 

PRESAGE 

ModBase 

SMR 

SWISS- 
2DPAGE 

UniRef 

Keywords 

Fla gel lum . 

Features 



G raphic al view of do m ain str ucture. 

PF006 69: Flagellin_N; 1. 

P fam graphical v iew of domdn_structure. 

O30688. 
0 30688 . 
030688. 

Q30688; A1EBB1B61699B04D. 
Get re gion on 2 D PAGE . 

View cluster of proteins with at least 50% / 90% identity. 



Feature table viewer 



Key From To Length Description 

NON_TER 1 1 

NON_TER 8 9 8 9 

Sequence information 

Length: 89 AA [This is the Molecular weight: 9630 Da 

length of the partial [This is the MW of the partial 

sequence] sequence] 

10 20 30 40 

I I I I I I 

QDGQSLKTRT MLQADINRLM EELDNIANTT SFNGKQLLSG NFINQEFQIG ASSNQTVKAT 



CRC64: A1EBB1B61699B04D [This is 
a checksum on the sequence] 



50 



60 



70 



80 



IGATQSSKIG LTRFETGGRI SSSGEVQFT 



030688 in FASTA 
format 



View entr y i n original TrEMBL format 
View entry in raw text forma t ( no links) 
Request for annotation o f this TrEMBL entry 



BL AST submission o n 
BLAST Ex PASy/SIB 

oratNCBUUSA) 



ScanPros ite, MotifScan 




^ Sequence analysis tools: Pr otParam, PrgtScale, 
Com pute pI/Mw . PeptideMas s. Pep tideCutter , 
Dotlet (Java) 

Search the SWISS- MODEL R epository 




1 ^ ExPASjLHomefiage Site Map Search ExPASy | Contact us | MiM-PrQ 


• 1 




Hosted bvNCSCUS 


Mirror sites: 


AustraUa 


Bolivia 


Canada 


China 


Korea 


Switzerland 


Taiwan 
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^i^PASxHmacja^ I SiteMap | Search ExPAS>^ | ContacLus | Swiss^Prot 



Search ISwiss-Prot/TrEMBL ]^ for |coli Campylobacter flage; 



Clear 



NiceProt 
View of 
TrEMBL: 
Q9WW79 

[Entry inio] [Name and orig^^^^^^ [Rderaces] [Comments] [CrMS-refKenc [KeyAvords^ 

[Features] [Sequence] [Tools] 

Note: most headings are clickahh even if they don't appear as links. They link to the user manual or o ther documents ^. 
Entry information 



Printer-rfnehdlyyiew 



Request update 



Quick BlastP search 



Entry name 

Primary accession number 
Secondary accession numbers 
Entered in TrEMBL in 
Sequence was last modified in 
Annotations were last modified in 
Name and origin of the protein 
Protein name 
Synonyms 
Gene name 
From 
Taxonomy 



Q9WW79 
Q9WW79 

None 

Release 12, November 1999 
Release 12, November 1999 
Release 19, December 2001 



Flagellin A [Fragment] 

None 

Name: flaA 

Ca mpylobacter coli [TaxID: 195] 
Bacteria : Proteobacteri a; Epsilonproteobacteria ; 
C ampylobacte rales: Cam pylobacterac eae; Cmnpylobacter, 

References 

[1] SEQUENCE FROM NUCLEIC ACID. 

S tuder E., Dohmk e M,. Wegmu el ler B. . Lueth^L, SchmidS,. CandrianU; 

"RFLP and sequence analysis of Campylobacter jejuni and Campylobacter coli PCR products 

amplified directly from environmental samples."; 

Food Sci, Tech noL 31:337- 345(1998). 
[2] SEQUENCE FROM NUCLEIC ACID. 

Studer R ; 

Submitted (MAR- 1999) to the EMBL/GenBank/DDBJ databases. 
Comments 
None 

Cross-references 
ProtoMap 
PRESAGE 
ModBase 
SMR 

SWISS-2DPAGE 



09WW 79. 
09 WW79 . 
09WW79 . 

09WW7 9: C7C0EFB7A1739156. 
GM regioiion 2D_PAGE. 
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UniRef 



View cluster of proteins with at least 50% / 90% identity. 



KeyvvordvS 

Fla gellum . 

Features 



FeMureJablej/ie^^ 



Key From To Length Description 

NON_TER 1 1 

Sequence information 

Length: 14 AA [This is the Molecular weight: 1611 Da CRC64- C7C0EFB7A1 739156 [This is 

length of the partial [This is the MW of the partial ^ checksum on the sequence] 

sequence] sequence] 

10 



QANSVQQNVL RLLQ 



Q9WW79 in FASTA forma t 



View entr y in original Tr EMBL format 
View e ntry in raw text form a t (no links ) 
Request fo r annota ti on of th is T rEMBL en try 



BLAS T submissi on on 
BLAST ExPASy / SIB 

oratNCBIiUSA) 



ScanProsite . M o t ifScan 





Sequence analysis tools: RnotParam, ProtSc_ale, 
C ompute pI/Mw , PeptideMass , PeptideCutter, 
Dotlet (Java) 

Search the SWISS-MO DEL Repository 



1 ill ExPASv Home M£e Site Map 1 SearchExPASy | Contact us | Swiss-Pro 


'1 




Hosted bxNCSC US 


Mirror sites: 
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Bolivia 


Canada 


China 


Korea 
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Taiwan] 
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Site Map 


Search ExPASy | Contact us | SmsfcPrpt | 






Clear 




Search |Swiss-Prot/TrEMBL r 


^ 1 for |coli Campylobacter flage ; 





NiceProt 
View of 
TrEMBL: 

Q46009 liiiiiy j^BIBiiiiil IK'i^i^^ 

[Entry into] [Name and ori^^^^^^^^ [References] [Commentsl [CrQssrreferences] [Keywords] 

[Features] [Sequence] [Tools] 

Note: most headings are clickable, even if they don't appear as links. They link to the user ma nual or other, documents.- 
Entry information 

Entry name Q46009 

Primary accession number Q46009 

Secondary accession numbers None 

Entered in TrEMBL in Release 0 1 , November 1 996 

Sequence was last modified in Release 0 1 , November 1 996 

Annotations were last modified in Release 26, March 2004 

Name and origin of the protein 

Protein name Flagellin 

Synonyms None 

Gene name None 

From Campyl obacter coli [TaxID: L95] 

Taxonomy B acteria : Proteobacteria ; E psilonproteo bacteria; 

Campy lobacterales : Campylob a cteraceae : Cam pylobac ter. 

References 

[1] SEQUENCE FROM NUCLEIC ACID. 
STRAIN=VC167; 

MEDLINE=89255058;PubMed=2722741 [NCBI, ExPASy, EBl, Israel, Lap_an] 
Logan SM,, TrustjrX, GuenyR; 

"Evidence for posttranslational modification and gene duplication of Campylobacter flagellin. ; 
T Rartprinl 1 71 :303 1 -3038r i989y 

Comments 
None 

Cross-references 

EMBL M26945 ; AAA2302 1.1;-. [ EMBL / GenBank / DDB J] [CoDmgSequence] 

PIR A44757; A44757. 

GOi000_9420; Cellular component: flagellar filament (sensu Bacteria) (inferred from 
electronic annotation). 

QQ GO:0005198 :Molecular function: structural molecule activity (inferred from 

electronic annotation). 
GOiOOOI5 39; gioiogical process: ciliary or flagellar motility (inferred from electronic 
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annotation). 

IPR00102 9; Flagellin_C. 
1PR010810: Flagellin_IN. 
IPR001 492; Flagellin_N. 
Graphical vie w of domai nstructure. 

PF00700; Flagellin_C; 1. 
P F07196 : FlagellinJN; 2. 
PF006 69; Flagellin_N; 1. 
Pfam grap h i cal view of domain structure . 

PR00207; FLAGELLIN. 
PDQ 00316 :Flagellin C; 1. 

[Domain structure / List of s eq. sharing at least 1 domainl 
HOBACGEN [F^iily / Alignment / Jree] 
O46009 . 
Q46009. 
O46Q09 . 

046009 : DA7CCBB23588EA7A. 



InterPro 

Pfam 

PRINTS 
ProDom 



GeLregioiLpnJLD P AGE. 

View cluster of proteins with at least 50% / 90% identity. 



ProtoMap 

PRESAGE 

ModBase 

SMR 

SWISS- 
2DPAGE 

UniRef 

Keywords 

Flag ellum . 

Features 
None 

Sequence information 

Length: 572 Molecular weight: 58982 CRC64: DA7CCBB23588EA7A [This is a checksum on the 
AA Da sequence] 

10 20 30 40 50 60 

MGFRINTNVA ALNAKANSDL NSRALDQSLS RLSSGLRINS AADVASGMAI ADSLRSQANT 
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I I I I I I 

LGQAISNGND ALGILQTADK AMDEQLKILD TIKTKATQAA EDGQSLKTRT MLQADINRLM 
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EELDNIANTT SFNGKQLLSG GFTNQEFQIG SSSNQTIKAS IGATQSSKIG VTRLNRFTKF 
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SSGTVGLTIK NYNGIEDFKF DSWISTSVG TGLGALAEEI NRNADKTGIR ATFDLKSVGA 
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YAIKAGNTSQ DFAINGWIG KVDYSDGDEN GSLISAINAV KDTTGVQASK DENGKLVLTS 



310 



320 



330 



340 



350 
I 



360 



ADGRGIKITG SIGVGAGILH TENYGRLSLV KNDGRDINIS GTGFSAIGMG ATDMISQSSV 
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370 380 390 400 410 420 
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SLRESKGQIS AANADAMGFN AYNGGGAKQI IFASSIAGFM SQAGSGFSAG SGFSVGSGKN 
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I I I I I I 

YSAILSASIQ IVSSAASISS TYWSTGSGF SAGSGNSQFA ALRISTVSAH DETAGVTTLK 

490 500 510 520 530 540 
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GAMAVMDIAE TAITNLDQIR ADIGSVQNQI TSTINNITVT QVNVKSAESQ IRDVDFASES 

550 560 570 

ANYSKANILA QSGSYAMAQA NSSQQNVLRL LQ Q46009 in FASTA 

format 



View entry in origina l TrEMBL format 
View e ntry in raw text format (no lin ks) 
^prjuMifnr annotati on of this TrEMBL entry 



BLAS T submiss ion on 
BLAST E xPASv/S IB 

oratNCBLaiSA) 



ScanP r osite , Mot i fScan 





Sequence analysis tools: Pro tParam . ProtScale, 
C ompute pI /Mw, Pept i deMass . Pe ptideCut ter. 
Dotlet (Java) 

Search the SfflSSrMODEI^epo^sitory 



1 ^ ExPASjLHome page Site Map | 


Search ExPASy | 


Contact us | Swiss-PM 


' 1 




iHostedbyJSCSC US 


Mirror sites: 


Australia 


Bolivia 


Canada 


China 


Korea 


Switzerland 


Taiwan] 
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Go I ? Site search 




EBI Home 



About EBI 



Research 



Services Toolbox 

DATABASE BROWSING 




Downloads 



EBI Dbfetch 



ID 



CCFLAOl 



Standard; genomic DNA; PRO; 1719 BP. 



XX 

AC M26945; 
XX 

SV M26945.1 
XX 

DT 23-NOV-1989 (Rel. 21, Created) 

DT 23-DEC-2002 (Rel. 74, Last updated, Version 4) 
XX 

DE Campylobacter coli flagellin gene, complete cds . 

XX 

KW 

XX 

OS Campylobacter coli 

OC Bacteria; Proteobacteria; Epsilonproteobacteria ; Campylobacterales ; 

OC Campylobacteraceae ; Campylobacter . 

XX 

RU [1] 

RP 1-1719 

RX MEDLINE; 89255 058. 
RX PUBMED; 2722741. 

RA Logan S.M., Trust T.J., Guerry P.; 

RT "Evidence for posttranslational modification and gene duplication o 

RT Campylobacter flagellin" ; 

RL J. Bacterid. 171 (6) : 3031-3038 (1989) . 

XX 

FH Key Location/Qualifiers 



FH 
FT 
FT 
FT 
FT 



source 



1. .1719 

/ db_xr e f = " taxon:195 " 
/mol_type= "genomic DNA" 
/organism= "Campylobacter coli" 
/strain="VC167" 
1. .1719 

/codon_start=l 

/db_xref=" GOA:Q46009 " 

/ db_xr e f = " UniP rot / TrEMBL : Q4 6 0 0 9 " 

/transl__table=ll 

/products "flagellin" 

/protein__id= " AAA23021 . 1 " 

/ 1 rans 1 a t ion= " MGFRINTNVAALNAKANSDLNSRALDQSLSRLS SGLRINS AADV 
SGMAIADSLRSQANTLGQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAEDG 
SLKTRTMLQADINRLMEELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIG 
TQSSKIGVTRLNRFTKFSSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEIN 



FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 
FT 



CDS 



FT 



http://www.ebi.ac.uk/cgi-bin/expasyfetch?M26945 
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FT 
FT 
FT 
FT 
FT 



NADKTGIRATFDLKSVGAYAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAV 
DTTGVQASKDENGKLVLTSADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINI 

GTGFS AIGMGATDM I SQS S VS LRES KGQ I SAANADAMGFNAYNGGGAKQ 1 1 FASS I AG 
MSQAGSGFSAGSGFSVGSGKNYSAILSASIQIVSSAASISSTYWSTGSGFSAGSGNS 
FAALRISTVSAHDETAGVTTLKGAMAVMDIAETAITNLDQIRADIGSVQNQITSTINN 
TVTQVNVKSAESQIRDVDFASESANYSKANILAQSGSYAMAQANSSQQNVLRLLQ" 

XX 

SQ Sequence 1719 BP; 563 A; 284 C; 365 G; 507 T; 0 other; 

atgggatttc gtattaacac aaatgttgca gcattaaatg ctaaagcaaa ttcggatcta 
aacagcagag cattagatca atcactttca agactcagtt caggtcttag aatcaactcc 
gcagcagatg tagcttcagg gatggcgata gcagatagtt taagatctca ggcaaatact 
ttgggtcagg ctatatctaa tggtaatgat gctttaggta tcttgcaaac tgcagataag 
gctatggatg agcaacttaa aatcttagat accatcaaga ctaaagcgac tcaagctgct 
gaagatggtc aaagcttaaa aacaagaact atgcttcaag cagacatcaa ccgtttgatg 
gaagaacttg ataatatcgc aaataccact tcatttaatg gcaaacaact tttaagtggt 
ggttttacca atcaagaatt ccaaatcggt tcaagttcaa atcaaactat taaagcaagt 
ataggagcaa ctcagtcttc taaaatcggt gtaacaagat tgaacaggtt cacaaagttt 
tcttcaggca ctgtagggct tactatcaaa aactacaacg gtatcgaaga ttttaaattt 
gatagtgtag tgatttctac ttcagtagga acaggtcttg gagctttggc tgaagagatc 
aacagaaatg cagataaaac aggaattcgt gcaacttttg atctaaaatc tgtaggagcc 
tatgcaataa aagcaggaaa tacttctcag gattttgcta tcaatggggt tgttataggt 
aaggttgatt attcagatgg tgatgagaat ggttctttaa tttcagctat caatgctgta 
aaagatacaa ctggtgttca agcctctaaa gatgaaaatg gtaaacttgt tcttacttcg 
gccgatggta gagggattaa aatcacaggt agcataggtg taggagctgg tatattgcac 
actgaaaatt atggaaggtt atctttagtt aaaaatgatg gtagagatat caatataagt 
ggaacaggtt tttcagctat aggtatgggt gctacagaca tgatttctca atcttcagta 
tctctaagag agtcaaaagg gcaaatttca gcagccaatg ctgatgctat gggctttaat 
gcttataatg gcggcggcgc taagcaaatt attttcgctt ctagtattgc agggtttatg 
tctcaggctg gttcaggctt ctctgctggt tcgggatttt cagtaggtag tggtaaaaat 
tattcagcca ttttatcagc ttctatacag atagtatcta gcgcagcttc tatcagtagc 
acctatgttg tttctactgg ttcaggtttc tctgctggtt caggtaattc tcaatttgca 
gctttaagaa taagtacagt aagtgctcat gatgaaactg caggtgtaac tacacttaag 
ggtgcaatgg ctgtgatgga tatagcagaa actgctatta ccaatcttga tcaaatcaga 
gcggatatag gttctgtgca aaatcaaatc acatcgacta taaacaacat tactgtaacc 
caggtaaatg ttaaatcagc agaatcacaa atcagagatg tagattttgc aagcgagagt 
gcaaattact ctaaagcaaa tatattggct caaagtggtt cttatgctat ggctcaagca 
aattcaagcc agcaaaatgt tttaagatta ctacagtag 

// 



6 
12 
18 
24 
30 
36 
42 
48 
54 
60 
66 
72 
78 
84 
90 
96 
102 
108 
114 
120 
126 
132 
138 
144 
150 
156 
162 
168 
171 



Please contact EBI Support with any problems or suggestions regarding this site. 
^ View Printer-friendly version of this page. 
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EBI Home 




iGet mucleotide sequences ■^■- y^'j for 



r o p e a n B i o i n f o r m at i c si ns 1 1 1 u t e 

About EBI Research 



Semoes Toolbox 

DATABASE BROWSING 



Go I? Site search 



Databases 



Downloads 



EBI Dbfetch 



ID 

XX 

AC 

XX 

SV 

XX 

DT 

DT 

XX 

DE 

XX 

KW 

XX 

OS 

OC 

OC 

XX 

RN 

RP 

RX 

RX 

RA 

RT 

RL 

XX 

FH 

FH 

FT 

FT 

FT 

FT 

FT 

FT 

FT 

FT 

FT 

FT 

FT 

FT 

FT 

FT 

FT 

FT 

FT 



Standard; genomic DNA; PRO; 4200 BP. 



CCFLAA 
M64670; 
M64670 . 1 

Ol-MAY-1991 (Rel. 28, Created) 

05-JUL-1999 (Rel. 60, Last updated, Version 3) 
C.coli flagellin (flaA and flaB) genes, complete cds . 
f lagellin. 
Campylobacter coli 

Bacteria; Proteobacteria; Epsilonproteobacteria; Campylobacterales ; 
Campylobacteraceae ; Campylobacter . 

[1] 

1-4200 

MEDLINE; 91310584 . 
PUBMED; 18561 71. 

Guerry P., Aim R.A. , Power M.E., Logan S.M., Trust T.J.; 
"Role of two flagellin genes in Campylobacter motility"; 
J. Bacterid. 173 (15) : 4757 -4764 (1991) . 



Key 
source 



gene 

-35 sign al 
-10 s ignal 
RBS 



Location/Qualifiers 
1. .4200 

/db_xref = " taxon:195 " 
/mol__type= "genomic DNA" 
/organism= "Campylobacter coli" 
/strain= "VC167-T1" 
240 . .2108 
/gene="f laA" 
240 . . 244 

/note="the -35 region for the flaA gene of VC167-T2; 
putative" 
/gene="f laA" 
2 62 2 67 

/note="'The Pribnow box for the flaA flagellin gene from C 
coli VC167-T2'; putative" 
/gene="f laA" 
309. .312 

/note="'RBS for flaA'; putative" 



http://www.ebi,ac.uk/cgi-bin/expasyfetch?M64670 
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prp /gene="flaA" 

FT CDS 319.. 2040 

prp ' /codon_start=l 

pr^ /db_xref="GOAiP27053" 

/db v-r^f=''nTViP rot/Swiss-Prot:P2 7Q53,'' _ 

pi /note="'the open reading frame encoding f laA' ; putative 

prp / trans l_table=ll 

prp /product= " f lagellin" 

PT /gene="flaA" 

/protein id= " AAA2 3022 . 1 " 

/translation="MGFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADD 
SGMAIADSLRSQANTLGQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDG 
SLKTRTMLQADINRLMEELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIG 
TOSSKIGVTRFETGSQSFSSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEI 
RNADKTGIRATFDVKSVGAYAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINA 
KDTTGVQASKDENGKLVLTSADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDIN 
SGTGLSAIGMGATDMISQSSVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSIA 
II FMSQAGSGFSAGSGFSVGSGKNYSAILSASIQIVSSARSISSTYWSTGSGFSAGSGN 
lj_ QFAALRISTVSAHDETAGVTTLKGAMAVMDIAETAITNLDQIRADIGSVQNQITSTIN 
pi ITVTQVNVKSAESQIRDVDFASESANYSKANILAQSGSYAMAQANSSQQNVLRLLQ" 

FT terminator ^/^otei"the putative transcriptional terminator following 



FT 
FT 



FT 
FT 



FT 
FT 



FT 
FT 
FT 
FT 



misc 


siqnal 


qene 




misc 


signal 


RBS 




CDS 





PT f laA' ; putative" 

prp /gene="flaA" 

FT misc siqnal 2149.. 2150 

PT /label=-26_signal-f laB 

prp /note= "putative " 

PT /gene="flaB" 

FT gene 2149.. 3922 

PT /gene="flaB" 

2161. .2162 
/label=-13_signal-f laB 

prp /note= "putative " 

prp /gene="f laB" 

FT RBS 2191.. 2194 

FT 



/note="'RBS for flaB'; putative" 



PT /gene="flaB" 
PT CDS 2201.. 3922 

prp ^ /codon_start=l 

PT /db_xref = " GOA:P18245 " 

PT /db xref = " UniProt/Swiss-Prot :P18245 " _ 

/note="'the open reading frame encoding flaB'; putative 
/ trans l_table= 11 



PT /product= " f lagellin" 

PT /gene="flaB" 

/protein id= " AAA23023 . 1" ^..^^ 
ti /translation="MGFRINTNIGALNAHANSVVNARELDKSLSRLSSGLRINSAADD 

SGMAIADSLRSQAATLGQAINNGNDAIGILQTADKAMDEQLKILDTIKTKATQAAQDG 

SLKTRTMLQADINRLMEELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIG 

TOSSKIGVTRFETGSQSFSSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEI 

RNADKTGIRATFDVKSVGAYAIKAGNTSQDFAINGWIGQINYNDGDNNGQLISAINA 

KDTTGVQASKDENGKLVLTSADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDIN 

SGTGLSAIGMGATDMISQSSVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSIA 

FMSQAGSGFSAGSGFSVGSGKNYSAILSASIQIVSSARSISSTYWSTGSGFSAGSGN 

OFAALRISTVSAHDETAGVTTLKGAMAVMDIAETAITNLDQIRACIGAVQNQLQVTIN 

ITVTQVNVKAAESTIRDVDFAAESANFSKYNILAQSGSYAMSQRNAVQQNVLKLLQ" 



FT 
FT 
FT 
FT 
XX 

so sequence 4200 BP; 1393 A; 659 C; 834 G; 1314 T; 0 other; 

ttttagtgat gataacttta tacaggtggt attttaaaag gggtattgta ttatcgtggg 6 
„. i.-^ ,^ = = =.aarf=>h hhfiaaaaata aaacqtatta tcttttaaat J-^ 



agttttttat ctgaagctat aaaaaaagat ttgaaagatg aggcgtatta 
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tttattagcg 
gccatcataa 
taaactattt 
tatttaaaag 
aaagcaaatt 
ggtcttagaa 
agatctcagg 
ttgcaaactg 
aaagcgactc 
gacatcaacc 
aaacaacttt 
caaactatta 
gaaacaggtt 
ggtatcgaag 
ggagctttgg 
gatgtaaaat 
atcaatgggg 
atttcagcta 
ggtaaacttg 
gtaggagctg 
ggtagagata 
atgatttctc 
gctgatgcta 
tctagtattg 
tcagtaggta 
agcgcacgtt 
tcaggtaatt 
gcaggtgtaa 
accaatcttg 
ataaacaaca 
gtagattttg 
tcttatgcta 
tatataaaac 
ctaggctttt 
gctttaatct 
caacatcggt 
gtctttaagt 
gatggcgata 
tggtaatgat 
aatcttagat 
aacaagaact 
aaataccact 
ccaaatcggt 
taaaatcggt 
acttactatt 
tacttcagta 
aacaggaatt 
aaatacttct 
cggtgataac 
tcaagcctct 
taaaatcaca 
gttatcttta 
tataggtatg 
agggcaaatt 
cgctaagcaa 
cttctctgct 
agcttctata 
tggttcaggt 
agtaagtgct 
ggatatagca 



cttatcaaaa 
aagatacagt 
ttccttttaa 
gatttaaaat 
cggatctaaa 
tcaactccgc 
caaatacttt 
cagataaggc 
aagctgctca 
gtttgatgga 
taagtggtgg 
aagcaagtat 
cacaaagttt 
attttaaatt 
ctgaagagat 
ctgtaggagc 
ttgttatagg 
tcaatgctgt 
ttcttacttc 
gtatattgca 
tcaatataag 
aatcttcagt 
tgggctttaa 
caggatttat 
gtggtaaaaa 
ctatcagtag 
ctcaatttgc 
ctacacttaa 
atcaaatcag 
ttactgtaac 
caagcgagag 
tggctcaagc 
attctttagc 
tttatttcta 
tttcgatgca 
gcattgaacg 
agacttagct 
gcagattctt 
gctataggta 
accatcaaga 
atgcttcaag 
tcatttaatg 
tcaagttcaa 
gtaacaagat 
aaaaactaca 
ggaacaggtc 
cgtgcaactt 
caggattttg 
aatggtcaac 
aaagatgaaa 
ggtagcatag 
gttaaaaatg 
ggtgctacag 
tcagcagcca 
attattttcg 
ggttcgggat 
cagatagtat 
ttctctgctg 
catgatgaaa 
gaaactgcta 



atggcttgaa 
gttaaaatat 
acgatatagt 
gggatttcgt 
cagcagagca 
agcagatgat 
gggtcaggct 
tatggatgag 
agatggtcaa 
agaacttgat 
ttttaccaat 
aggagcaact 
ttcttcaggc 
tgatagtgta 
caacagaaat 
ctatgcaata 
taaggttgat 
aaaagataca 
ggccgatggt 
cactgaaaat 
tggaacaggt 
atctctaaga 
tgcttataat 
gtctcaggct 
ttattcagcc 
cacctatgtt 
agctttaaga 
gggtgcaatg 
agcggatata 
ccaggtaaat 
tgcaaattac 
aaattcaagc 
gtttactgta 
aataaaattt 
atattttgaa 
cacatgcaaa 
caggtcttag 
tgcgttcaca 
tcttgcaaac 
ctaaagcgac 
cagacatcaa 
gcaaacaact 
atcaaactat 
ttgaaacagg 
acggtatcga 
ttggagcttt 
ttgatgtaaa 
ctatcaatgg 
ttatctcagc 
atggtaaact 
gtgtaggagc 
atggtagaga 
acatgatttc 
atgctgatgc 
cttctagtat 
tttcagtagg 
ctagcgcacg 
gttcaggtaa 
ctgcaggtgt 
ttaccaatct 



aagtttattg 
ggaaatttga 
ttataacaag 
attaacacaa 
ttagatcaat 
gcttcaggga 
atatctaatg 
caacttaaaa 
agcttaaaaa 
aatatcgcaa 
caagaattcc 
cagtcttcta 
actgtaggac 
gtgatttcta 
gcagataaaa 
aaagcaggaa 
tattcagatg 
actggtgttc 
agagggatta 
tatggaaggt 
ctttcagcta 
gagtcaaaag 
ggcggcggcg 
ggttcaggct 
attttatcag 
gtttctactg 
ataagtacag 
gctgtgatgg 
ggttctgtgc 
gttaaatcag 
tctaaagcaa 
cagcaaaatg 
atttatacaa 
caatttgaat 
aggatttaaa 
ttcagttgtt 
aatcaactcc 
agcagcaact 
tgcagataag 
tcaagctgct 
ccgtttgatg 
tttaagtggt 
taaagcaagt 
ttcacaaagt 
agattttaaa 
ggctgaagag 
atctgtagga 
ggttgttatc 
tatcaatgct 
tgttcttact 
tggtatattg 
tatcaatata 
tcaatcttca 
tatgggcttt 
tgcaggattt 
tagtggtaaa 
ttctatcagt 
ttctcaattt 
aactacactt 
tgatcaaatc 



agaggctaga 
tataaaattt 
ttcatggatg 
atgttgcagc 
cactttcaag 
tggcgatagc 
gtaatgatgc 
tcttagatac 
caagaactat 
ataccacttc 
aaatcggttc 
aaatcggtgt 
ttactattaa 
cttcagtagg 
caggaattcg 
atacttctca 
gtgatgagaa 
aagcctctaa 
aaatcacagg 
tatctttagt 
taggtatggg 
ggcaaatttc 
ctaagcaaat 
tctctgctgg 
cttctataca 
gttcaggttt 
taagtgctca 
atatagcaga 
aaaatcaaat 
cagaatcaca 
atatattggc 
ttttaagatt 
atccaagcct 
caaaacttgg 
atgggtttta 
aatgctaggg 
gcagcagatg 
ttaggtcaag 
gctatggatg 
caagatggtc 
gaagaacttg 
ggttttacca 
ataggagcaa 
ttttcttcag 
tttgatagtg 
atcaacagaa 
gcctatgcaa 
ggacaaataa 
gtaaaagata 
tcggccgatg 
cacactgaaa 
agtggaacag 
gtatctctaa 
aatgcttata 
atgtctcagg 
aattattcag 
agcacctatg 
gcagctttaa 
aagggtgcaa 
agagcagata 



aataaaaaat 
tataaaactc 
gacttgaatt 
attaaatgct 
actcagttca 
agatagttta 
tttaggtatc 
catcaagact 
gcttcaagca 
atttaatggc 
aagttcaaat 
aacaagattt 
aaactacaac 
aacaggtctt 
tgcaactttt 
ggattttgct 
tggttcttta 
agatgaaaat 
tagcataggt 
taaaaatgat 
tgctacagac 
agcagccaat 
tattttcgct 
ttcgggattt 
gatagtatct 
ctctgctggt 
tgatgaaact 
aactgctatt 
cacatcgact 
aatcagagat 
tcaaagtggt 
actacagtag 
agtagtaata 
aacacttctt 
gaataaacac 
agcttgacaa 
atgcttcagg 
ctataaacaa 
agcaacttaa 
aaagcttaaa 
ataatatcgc 
atcaagaatt 
ctcagtcttc 
gcactgtagg 
tagtgatttc 
atgcagataa 
taaaagcagg 
attataatga 
caactggtgt 
gtagagggat 
attatggaag 
gtctttcagc 
gagagtcaaa 
atggcggcgg 
ctggttcagg 
ccattttatc 
ttgtttctac 
gaataagtac 
tggctgtgat 
taggtgctgt 



18 
24 
30 
36 
42 
48 
54 
60 
66 
72 
78 
84 
90 
96 
102 
108 
114 
120 
126 
132 
138 
144 
150 
156 
162 
168 
174 
180 
186 
192 
198 
204 
210 
216 
222 
228 
234 
240 
246 
252 
258 
264 
270 
276 
282 
288 
294 
300 
306 
312 
318 
324 
330 
336 
342 
348 
354 
360 
366 
372 
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gcaaaatcag 
agcagaatca 
caatatcctt 
tgtcttaaaa 
ttcttttttc 
tttctatgag 
ttttattttg 
tttcttcatg 



ctccaagtaa 
accataagag 
gcgcagtcgg 
cttttacaat 
taattcatct 
atcaattata 
tctttggctt 
atatagacta 



cgataaataa 
atgtggattt 
gttcatatgc 
aatttttcta 
tgtaaaggga 
gtttcaatta 
tcattgttaa 
ggtcctaaaa 



tattaccgta 
cgctgcagaa 
tatgagccaa 
aagagcaaat 
taatggcttt 
aagattcgtt 
cactttggat 
tttcatgtaa 



acccaggtaa 
agtgcaaatt 
cgtaacgctg 
ttttgctctt 
tttaattctt 
agcataaatc 
ataaataggg 
aaaaaagtat 



atgttaaagc 
tttctaagta 
tgcaacaaaa 
tagattaaat 
atgttttgac 
caagatagaa 
gcaattaaac 
cttttcttgc 



378 
384 
390 
396 
402 
408 
414 
420 



// 



Please contact EBLSuaeort with any problems or suggestions regarding this site. 
^ View Printer-friendly version of this page. 
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1 ^ ExPASv Home^a^e 


Site Map Search ExPASy | Contact us | Swirfi Q 


t 




Hosted by NCSC US 


Mirror sites: 


Australia 


Bolivia 


Canada 


China 


Korea 


Switzerland 


Taiwan 




f^^^rrh ISwiss-Prot/TrEMBL for jcoli Campylobacter flage 









Search in Swiss-Prot and TrEMBL for: coli 
Campylobacter flagellin 

Swiss-Prot Release 44.4 of 31-Aug-2004 
TrEMBL Release 27.4 of 31-Aug-2004 



• Number of sequences found in .Swiss-Prot^4^ and TrEMBL^jy 9 

• Note that the selected sequences can be saved to a file to be later retrieved; to do so, go to the 
bottom of this page. 

• For more directed searches, you can use the Sequence Retrieval System SRS. 



Search in Swiss-Prot: There are matches to 4 out of 158010 entries 

FLAA^CAMCQ (P27053) 

Flagellin A. {GENE: Name=flaA} - Campylobacter coli 
FLA B_CAMCO (PI 8245) 

Flagellin B (Flagellin N). {GENE: Name=flaB} - Campylobacter coli 
PTMA_CAMCO (Q45983) 

Posttranslational flagellin modification protein A. {GENE: Name=ptmA} - Campylobacter coh 

PTMB_CAMCO (Q45982) 

Posttranslational flagellin modification protein B. {GENE: Name=ptmB} - Campylobacter coh 



Search in TrEMBL: There are matches to 5 out of 1377572 entries 

Q30688 

Flagellin A (Fragment) {GENE:Name=flaA} - Campylobacter coli 
Q460Q9 

Flagellin - Campylobacter coli 

Q8G9FI 

Flagellin (Fragment) {GENE:Name=flaA} - Campylobacter coli 

Q.8G9F3 

Flagellin (Fragment) {GENE:Name=flaA} - Campylobacter coli 

09WVV79 

Flagellin A (Fragment) {GENE:Name=flaA} - Campylobacter coli 



http://us.expasy.org/cgi-bin/sprot-search-de7coli%20campylobacter%20flagellin 
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New Search [ 

in Swiss-Prot/TrEMBL by AC, ID, description, 
gene name, organism 

Please do NOT use any boolean operators (and, 
or, etc.) 

If you would like to retrieve all the Swiss-Prot/TrEMBL entries contained in this Ust , you can enter a 
file name. These entries will then be saved to a file under this name in the directory outgoing of the 
ExP ASy anonymous ftp serve r, from where you can download it. (Please note that this temporary file 
will only be kept for 1 week.) 

File name: 

Format: * Swiss-Prot O Fasta 



Reset Create file 



1 ^ ExPASy Home page Site Map | Search^xPASy | Contact us | Swiss-Pro 


• 1 




Hosted bvNCSC US 


Mirror sites: 


Australia 


Bolivia 


Canada 


China 


Korea 


Switzerland 


Taiwan 
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ik ExPASy Home page | SiteMap | SearchExPASy 



Con tac t us 



Proteomics tools Swiss-Prot 



Search )Swiss-Prot/TrEMBL for |coli Campylobacter flage r^Qf- 



Clear 



Welcome to the SIB BLAST Network Service 

If results of this search are reported or published, please mention that 
the computation was performed at the SIB using the BLAST network service. 
The SIB BLAST network service uses a server developed at SIB and the NCBI 
BLAST 2 software. 

In case of problems, please read the online BLAST help . 

If your question is not covered, please contact < helpdesk@expasy . org > . 

NCBI BLAST program reference [PMID: 9254694 ] : 

Altschul S.F., Madden T.L., Schaffer A.A. , Zhang J., Zhang Z., Miller W., 
Lipman D.J. Gapped BLAST and PSI -BLAST: a new generation of protein 
database search programs. Nucleic Acids Res. 25:33 89-34 02(1997). 



Query length: 420 AA (of which 5% low-complexity regions filtered out) 
Date run: 2004-09-02 16:29:13 UTC+0100 on sib-gml . unil . ch 
Program: NCBI BLASTP 1 . 5 . 4 -Paracel [2003-06-05] 
Database : EXPASY/UniProt 

1,544,870 sequences; 494,584,931 total letters 



Taxonomic view 



Printable view 



List of potentially matching sequences 



Send selected sequences to | Clustal W (mult^^^ 



f „, 



ubmitQuery 



□ Include query sequence 



Db AC Description 

n sp P2 7053 FLAA_CAMCO Flagellin A [flaA] [Campylobacter coli] 

fj tr Q84IB9 Flagellin (Fragment) [flaA] [Campylobacter jejuni] 

n tr Q46009 Flagellin [Campylobacter coli] 

n sp P1824 5 FLAB_CAMCO Flagellin B (Flagellin N) [flaB] [Campyloba 

n tr Q9RPY6 Flagellin A [flaA] [Campylobacter jejuni] 

□ tr Q9 9QL6 Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 
H: tr Q99Q27 Flagellin A (Fragment) [flaA] 

□ tr Q93NL6 Flagellin A (Fragment) [flaA] 
n tr Q93NL9 Flagellin A (Fragment) [flaA] 

□ sp P22251 FLA2_CAMJE Flagellin A [flaA] 



[Campylobacter jejuni] 

[Campylobacter jejuni] 

[Campylobacter jejuni] 

[Campylobacter jejuni] 



Score E 


-value 


750 


0 . 0 


736 


0 . 0 


724 


0 . 0 


. . 723 


0 . 0 


722 


0 . 0 


702 


0 . 0 


696 


0 . 0 


687 


0 . 0 


687 


0 . 0 


674 


0 . 0 
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□ 


tr 


Q8G9F3 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


coli] 


674 




0 . 0 


n 


tr 


085179 


Flagellin 


A [flaA] [Campylobacter jejuni] 




674 




0 . 0 


r 


tr 


Q9R950 


Flagellin 


A [flaA] [Campylobacter jejuni] 




672 




0.0 


r 


tr 


Q9RF26 


Chimeric flagellin A/B [Campylobacter jejuni] 


670 




0.0 


□ 


tr 


Q9R953 


Flagellin 


A [flaA] [Campylobacter jejuni] 








0 . 0 


n 


tr 


085183 


Flagellin A [flaA] [Campylobacter jejuni] 




667 




0.0 


n 


sp 


P22252 


FLB2_CAJyiJE 


Flagellin 


B [flaB 


] [Campylobacter jejuni] 


660 




0.0 


c. 


tr 


Q9RF25 


Flagellin 


B [flaB] [Campylobacter jejuni] 




660 




0.0 


r 


tr 


Q7X516 


FlaB [flaB] [Campylobacter jejuni] 




657 




0 . 0 


D 


tr 


Q6L5K6 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


608 


e- 


■173 


n 


tr 


Q6L5K7 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


606 


e- 


-172 




tr 


Q6L5K1 


Flagellin 


(Fragment ) 


[flaA] 


[Campylobacter 


lari] 


606 


e- 


■172 


c 


tr 


Q6L5J8 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


604 


e- 


-172 


c 


tr 


Q6L5K8 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


604 


e- 


-171 


r 


tr 


Q6L5K2 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


603 


e- 


-171 


r 


tr 


Q6L5K9 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


602 


e- 


-171 


n 


tr 


Q6L5J9 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


602 


e- 


-171 


□ 


tr 


Q6L5J6 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


600 


e- 


-170 




tr 


Q6L5K4 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


600 


e- 


-170 




tr 


Q6L5K5 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


599 


e- 


-170 


□ 


tr 


Q6L5J7 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


599 


e- 


-170 


□ 


tr 


Q6L5L1 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


598 


e- 


-170 




tr 


Q6L5L0 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


598 


e- 


-170 


□ 


tr 


Q6L5K0 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


598 


e 


-170 


n 


sp 


Q46113 


FLA3 CAMJE Flagellin A [flaA] [Campylobacter jejuni] 


597 


e- 


-169 


n 


tr 


08518Q 


Flagellin A [flaA] [Campylobacter jejuni] 




590 


e 


-167 


a 


tr 


Q84IB8 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


jejuni] 


590 


e 


-167 


r 


tr 


Q6L5K3 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


lari] 


590 


e 


-167 


r 


tr 


Q9R952 


Flagellin A [flaA] [Campylobacter jejuni] 




589 


e 


-167 


□ 


tr 


030696 


Flagellin 


A [flaA] [Campylobacter jejuni] 




588 


e 


-167 


□ 


tr 


Q8G9F1 


Flagellin 


(Fragment) 


[flaA] 


[ Campy 1 obac t e r 


coli] 


588 


e 


-167 


□ 


tr 


085182 


Flagellin 


A [flaA] [Campylobacter jejuni] 




586 


e 


-166 


□ 


tr 


Q9R949 


Flagellin 


A [flaA] [Campylobacter jejuni] 




586 


e 


-166 


r 


tr 


034938 


Flagellin 


A [flaA] [Campylobacter jejuni] 




585 


e 


-166 


r 


sp 


P56963 


FLAl CAMJE Flagellin 


A [flaA] [Campylobacter jejuni] 


58_5 


e 


-166 


n 


tr 


Q8G9F2 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


jejuni] 


584 


e 


-166 


n 


tr 


030689 


Flagellin 


A [flaA] [Campylobacter jejuni] 




583 


e 


-165 


r 


sp 


Q46114 


FLB3_CANJE Flagellin 


B [flaB 


] [Campylobacter jejuni] 


581 


e 


-165 


n 


tr 


Q8G9F0 


Flagellin 


(Fragment) 


[flaA] 


[Campylobacter 


jejuni] 


578 


e 


-164 


r 


tr 


Q93NL8 


Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 


572 


e 


-162 


n 


tr 


Q7 9AR6 


Flagellin 


[flaA] [Campylobacter jejuni] 




572 


e 


-162 


n 


tr 


Q933V4 


Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 


570 


e 


-161 


r 


tr 


085181 


Flagellin 


B [flaB] [Campylobacter jejuni] 




570 


e 


-161 


r 


tr 


Q93NL7 


Flagellin 


A (Fragment) [flaA] [Campylobacter jejuni] 


569 


e 


-161 


r 


sp 


P56964 


FLB1_CAMJE Flagellin 


B [flaB] [Campylobacter jejuni] 


566 


e 


-160 
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c 


tr 


Q9R954 


Flagellin 


B [flaB] [Campylobacter jejuni] 


565 


e-160 


n 


tr 


Q9R951 


Flagellin 


B [flaB] [Campylobacter jejuni] 


564 


e-160 


n 


tr 


P96751 


Flagellin 


(Fragment) [flaA] 


[Campylobacter sp] 


561 


e-159 


□ 


tr 


P96752 


Flagellin 


[flaB] [Campylobacter sp] 


559 


e-158 




tr 


Q93GT4 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


489 


e-137 


r 


tr 


Q93R24 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


488 


e-137 


G 


tr 


Q84IC8 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


483 


e-135 


r 


tr 


Q84IC3 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


482 


e-135 


r 


tr 


Q84IC6 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


481 


e-135 


r 


tr 


Q84IC5 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


481 


e-135 


r 


tr 


Q84_IC4 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


481 


e-135 


r 


tr 


Q8RTY4 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


479 


e-134 


c 


tr 


Q84IC9 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


479 


e-134 




tr 


Q93GT1 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


478 


e-134 


□ 


tr 


Q84IC7 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


478 


e-133 




tr 


Q84IC1 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


473 


e-132 


□ 


tr 


Q93GT2 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


473 


e-132 


n 


tr 


Q84IC2 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


471 


e-131 


□ 


tr 


Q93GT3 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


463 


e-129 


c 


tr 


Q46462 


Flagellin 


(Fragment) [fla2] 


[Campylobacter upsaliensis] 


453 


e-126 


r 


tr 


Q46461 


Flagellin 


(Fragment) [flal] 


[Campylobacter upsaliensis] 


444 


e-123 


n 


tr 


Q84IC0 


Flagellin 


(Fragment) [flaA] 


[Campylobacter lari] 


424 


e-117 


□ 


tr 


Q7M7N1 


FLAGELLIN 


B [FLAB] [Wolinella succinogenes] 


383 


e-105 


n 


tr 


Q7X2D0 


Flagellin 


B [flaB] [Helicobacter pylori (Campylobacter. . 


. 380 


e-104 


r 


tr 


Q56746 


Flagellin 


[flag] [Wolinella 


succinogenes] 


379 


e-104 


r 


sp 


Q07911 


FLAB_HELPY Flagellin B (Flagellin N) [flaB] [Helicobac. 


. 376 


e-103 


□ 


sp 


Q9ZMV8 


FLAB_HELPJ Flagellin B (Flagellin N) [flaB] [Helicobac. 


. 376 


e-103 


□ 


tr 


Q8RNU8 


Flagellin 


B subunit [flaB] 


[Helicobacter pylori (Campy. . 


. 376 


e-103 


n 


tr 


Q6VYQ1 


Flagellin 


B [flaB] [Helicobacter pylori (Campylobacter. . 


. 376 


e-103 


n 


tr 


Q8GD4 9 


Flagellin 


[flaB] [Helicobacter pylori (Campylobacter p.. 


. 375 


e-103 


n 


sp 


Q07910 


FLAB_HELMU Flagellin B (Flagellin N) [flaB] [Helicobac. 


. 368 


e-100 


□ 


tr 


Q7X2D1 


Flagellin 


A [flaA] [Helicobacter pylori (Campylobacter. . 


. 365 


e-100 


r 


tr 


Q9XB37 


Flagellin 


B [flaB] [Helicobacter felis] 


365 


e-100 


r 


tr 


Q7TTM9 


Major flagellin subunit FlaA_l (Major flagellin subuni . . 


. 363 


3e-99 


r 


sp 


Q03843 


FLAA_HELPY Flagellin A [flaA] [Helicobacter pylori (Ca. . 


. 361 


le-98 


n 


sp 


Q9XB3 8 


FLAA_HELFE Flagellin A [flaA] [Helicobacter felis] 


358 


le-97 


n 


tr 


Q6VYQ2 


Flagellin 


A [flaA] [Helicobacter pylori (Campylobacter. . 


. 358 


le-97 


r 


tr 


Q7VF81 


Minor flagellin subunit FlaB [flaB] [Helicobacter liepa . . 


. 356 


5e-97 


c 


sp 


P50612 


FLAA^HELMU Flagellin A [flaA] [Helicobacter mustelae] 


345 


9e-94 


r 


tr 


Q8VN93 


Flagellin 


B (Fragment) [flaB] [Helicobacter pylori (Ca. . 


. 335 


le-90 


r 


tr 


Q8VN92 


Flagellin 


B (Fragment) [flaB] [Helicobacter pylori (Ca.. 


. 334 


2e-90 


r 


tr 


Q93NM0 


Flagellin 


A (Fragment) [flaA] [Campylobacter jejuni] 


332 


8e-90 


r 


tr 


Q93NM1 


Flagellin 


A (Fragment) [flaA] [Campylobacter jejuni] 


332 


le-89 


r 


tr 


Q8VN91 


Flagellin 


A (Fragment) [flaA] [Helicobacter pylori (Ca. . 


. 330 


2e-89 


n 


tr 


Q8VN90 


Flagellin 


A (Fragment) [flaA] [Helicobacter pylori (Ca. . 


. 330 


2e-89 
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Graphical overview of the alignments 



Click here 



' to resubmit your query after masking regions matching PROSITE profiles 
or Pf am HMMs 

(? Help ) (use ScanProsite for more details about PROSITE matches) 



Profile hits 
Pfan hits 



Flagellin.N 



Flagelli 
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Subnission 

FLnfl_CflMCO 

Q8^IB9 

Q46009 

FLHB.CHMCO 

Q9RPy6 

Q99QL6 

Q99Q27 

Q93NL6 

Q93NL9 

FLn2_CflMJE 

Q8G9F3 

085179 

Q9Rg5e 

Q9RF26 

Q9R953 

085183 

FLB2_CRMJE 

Q9RF25 

Q7X516 

Q6L5K8 

Q6L5K7 

Q6L5K1 

Q6L5J8 

Q6L5K8 

Q6L5K2 

Q6L5K9 

Q6L5J9 

Q6L5J6 

Q6L5K4 

Q6L5K5 

Q6L5J7 

Q6L5L1 

QGL5L6 

Q6L5KG 

FLflS.CflMJE 

085188 

Q84IB8 

Q6L5IC3 

Q9R952 

030896 

Q8G9F1 

085182 

Q9R949 

034938 

FLfll.CflHJE 

Q8GgF2 

030689 

FLB3_CflHJE 

Q8G9F0 

Q93NL8 

Q79nR6 

Q933V4 

085181 

Q93NL7 

FLBl_CflHJE 

Q9R954 

Q9R951 

P96751 

P96752 

Q93GT4 

Q93R24 

QQ41CQ 

Q84IC3 

Q84IC6 

Q84IC5 

Q84IC4 

Q8RTY4 

Q84ICg 

QOSGTl 

Q84IC7 

Q84IC1 

Q93GT2 

Q84IC2 

Q93GT3 

Q46462 

Q46461 

Q84IC0 

Q7H7N1 

Q7X2D0 

Q56746 

FLHB.HELPY 

FLflB_HELPJ 

Q8RNU8 

Q6VYQ1 

Q8GD49 

FLflB.HELMU 



Hatches on query sequence 










Hat 


iiiiiiiiiiiiiiiiiii 
iiiiiiiiiiiiiiiiiii 

1 50 100 150 


* 200 ' ' 


250 


300 ' 


■ iiiiiiil 1 

350 400 


■■i 

1 












mmm 




























































mm 
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Alignments 



sp 



P27053. 
FLAA CAMCO 



Flagellin A [flaA] [Ceimpylobacter coli] 572 AA 

align 



Score = 750 bits (1937), Expect = 0.0 

Identities = 396/396 (100%) , Positives = 396/396 (100%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL. 60 

GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

Query : 61 GQAISNGNDALGILQTADKANDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 
Sbjct : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDNIA^ITTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 24 0 

SSGTVGLTIKNYNGIEDFKFDSVVISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 
Sbjct: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 24 0 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 3 01 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 36 0 

ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 
Sbjct: 301 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 360 

Query: 361 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

S LRE S KGQ I S TIAMAD AMGFNAYNGGGAKQ 1 1 FAS S I 
Sbjct: 361 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 



Q84IB9 Flagellin (Fragment) [flaA] [Campylobacter jejuni] 572 AA 



Score = 736 bits (1901), Expect =0.0 

Identities = 389/396 (98%), Positives = 392/396 (98%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTN AALNAKANSDLNSRALDQSLSRLSSGLRINSAJ\DDASGMA1ADSLRSQANT+ 
Sbjct: 1 GFRINTNGAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTM 60 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNG+DALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLNE 
Sbjct : 61 GQAISNGDDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 120 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 



align 



http://us.expasy.org/cgi-biiVblast.pl 



9/2/04 



ExPASy BLAST2 Interface 



Page 7 of 65 



Query: 181 SSGTVGLTIKNYNGIEDPKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

SSGTVGLTIKNYNGIEDFKF -fWlSTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 
Sbjct: 181 SSGTVGLTIKNYNGIEDFKFQNWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Y IKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YTIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 3 01 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 3 60 

ADGRGIKITGSIGVGAGILHTENYGRLSLVKN GRDINISGTGLSAIGMGATDMISQSSV 
Sbjct: 301 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNVGRDINISGTGLSAIGMGATDMISQSSV 360 

Query: 3 61 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 3 96 

SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 
Sbjct: 361 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 



tr Q46009 Flagellin [Campylobacter coli] 572 AA 

ali gn 

Score = 724 bits (1869), Expect = 0.0 

Identities = 385/396 (97%) , Positives = 389/396 (98%) , Gaps = 1/396 (0%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRIKTTNVAALNAKAJTSDLNSRALDQSLSRLSSGLRINSAAD ASGMAIADSLRSQAI-JTL 
Sbjct: 2 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADVASGMAIADSLRSQANTL 61 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAA+DGQSLKTRTMLQADINRLME 
Sbjct : 62 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAEDGQSLKTRTMLQADINRLME 121 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIAl^TTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTR ++ F 

Sbjct: 122 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRLNRFTK-F 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

SSGTVGLTIKNYNGIEDFKFDSVV'ISTSVGTGLGALAEEINRNADKTGIRATFD + KSVGA 
Sbjct: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDLKSVGA 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 3 00 

YAIKAGNTSQDFAINGVVIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 301 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 360 

ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTG SAIGMGATDMISQSSV 
Sbjct: 301 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGFSAIGMGATDMISQSSV 360 

Query: 3 61 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 3 96 

S LRE S KGQ I S AANADAMG FNAYNGGGAKQ 1 1 FAS S I 
Sbjct: 361 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 



sp P18245^ Flagellin B (Flagellin N) [flaB] [Campylobacter coli] 572 AA 

FLAB_CAMCO 

a lign 
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tr Q9RPY6 Flagellin A [flaA] [Campylobacter jejuni] 574 AA 

align 

Score = 722 bits (1863), Expect = 0.0 

Identities = 379/396 (95%), Positives = 388/396 (97%), Gaps = 2/396 (0%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 2 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 61 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAI SNGNDALG I LQTAD KAMDE QLKI LDT I KTKATQAAQDGQ S L.KTRTMLQAD INRLME 
Sbjct : 62 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 121 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 
Sbjct: 122 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 181 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 
Sbjct: 182 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 241 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIKAGNTSQDFAINGWIG4- ++Y+DGD NG LISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 242 YAIKAGNTSQDFAINGWIGQINYNDGDNNGQLISAINAVKDTTGVQASKDENGKLVLTS 301 

Query: 3 01 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 3 60 

ADGRGIKITGSIGVGAGILHTENYGRLSLVKJ^DGRDINISGTGLSAIGMGATDMISQSSV 
Sbjct: 302 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 361 

Query: 3 61 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 3 96 

SLRESKGQISAAWADAMGFN+Y GGG + +F ++ 
Sbjct: 3 62 SLRESKGQISAAlSrADANGFNSYKGGG--KFVFTQNV 3 95 



tr Q99Q L6 Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 574 AA 

al ign 

Score = 702 bits (1813), Expect = 0.0 

Identities = 366/398 (91%), Positives = 385/398 (95%), Gaps = 2/398 (0%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTN AALNAKANSDLN-f ++LD SL+RLSSGLRINSAADDASGMAIADSLRSQAJ-^TL 
Sbjct: 1 GFRINTNGAALNAKANSDLNAKSLDSSLARLSSGLRINSAADDASGMAIADSLRSQANTL 60 

Query : 61 GQAI SNGNDALGILQTADKAMDEQLKI LDT I KTKATQAAQDGQSLKTRTMLQAD INRLME 120 

GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN+LME 
Sbj ct : 61 GQAISNGNDALGILQTADKANDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQT+KA+IGATQSSKIGVTRFETGSQSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTVKATIGATQSSKIGVTRFETGSQSF 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

4-SG VGLTIK1TOIGIEDFKF.D+WISTSVGTGLGALAEEIN+NADKTG+RAT4-DVK+ GA 
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Sbjct: 181 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKNADKTGVRATYDVKTTGA 24 0 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIKAG TSQDFAINGV+IGKVDY DGD NGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YAIKAGTTSQDFAINGVIIGKVDYKDGDNNGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 3 01 ADGRGIKITGSIGVGAGILHT- -ENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 35 8 

ADGRGIKITG IGVG+GIL T ENYGRLSLVKNDGRDIN+SGTGLSAIGMGA DMISQ-f 
Sbjct: 301 ADGRGIKITGDIGVGSGILSTQKENYGRLSLVKNDGRDINVSGTGLSAIGMGAADMISQA 360 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

S VS LRE S KGQ I S AAl-^AD AMGFN+ YNGGGAKQ 1+ AS S I 
Sbjct: 361 SVSLRESKGQISAANADAMGFNSYNGGGAKQILQASSI 398 



tr Q99Q27 Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 576 AA 

align 

Score = 696 bits (1796), Expect = 0.0 

Identities = 365/400 (91%) , Positives = 384/400 (95%) , Gaps = 4/400 (1%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTN AALNAKANSBLN+^-fLD SL+RLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 1 GFRINTNGAALNAKANSDLNAKSLDSSLARLSSGLRINSAADDASGMAIADSLRSQANTL 60 

Query: 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN-fLME 
Sbjct : 61 GQAISNGMDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQT+KA+IGATQSSKIGVTRFETGSQSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTVKATIGATQSSKIGVTRFETGSQSF 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 24 0 

+ SG VGLTIKNYNGIEDFKFD+VVISTSVGTGLGALAEEIN-fNADKTG-fRAT+DVK+ GA 
Sbjct: 181 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKNADKTGVRATYDVKTTGA 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIKAG TSQDFAINGV+IGKVDY DGD NGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YAIKAGTTSQDFAINGVIIGKVDYKDGDNNGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 301 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

ADGRGIKITG IGVG+GIL ENYGRLSLVKNDGRDIN+SGTGLSAIGMGA DMISQ+ 
Sbjct: 301 ADGRGIKITGDIGVGSGILSAQKENYGRLSLVKNDGRDINVSGTGLSAIGMGAADMISQA 360 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQI- -IFASSI 396 

SVSLRESKGQISAANADAMGFN+YNGGGAKQI + ASSI 
Sbjct: 361 SVSLRESKGQISAANADAMGFNSYNGGGAKQILQVQASSI 400 



Q^3NL6 Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 557 AA 

align 

Score = 687 bits (1774), Expect = 0.0 

Identities = 358/389 (92%), Positives = 377/389 (96%), Gaps = 2/389 (0%) 
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Query: 10 ALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTLGQAISNGND 69 

ALNAKAlNrSDLN+ + +LD SL+RLSSGLRINSAADDASGMAIADSLRSQANTLGQAISNGND 
Sbjct: 1 ALNAKANSDLNAKSLDSSLARLSSGLRINSAADDASGMAIADSLRSQANTLGQAISNGND 60 

Query: 7 0 ALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLMEELDNIANTT 12 9 

ALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN+LMEELDNIANTT 
Sbjct : 61 ALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLMEELDNIANTT 12 0 

Query: 130 SFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSFSSGTVGLTI 189 

SFNGKQLLSGGFTNQEFQIGSSSNQT+KA+IGATQSSKIGVTRFETGSQSF+SG VGLTI 
Sbjct: 121 SFNGKQLLSGGFTNQEFQIGSSSNQTVKATIGATQSSKIGVTRFETGSQSFTSGWGLTI 180 

Query: 190 KNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGAYAIKAGNTS 24 9 

KNYNGIEDFKFD-fVVISTSVGTGLGALAEEIN-fNADKTG4-RAT+DVK+ GAYAIKAG TS 
Sbjct: 181 KNYNGIEDFKFDNWISTSVGTGLGALAEEINKNADKTGVRATYDVKTTGAYAIKAGTTS 24 0 

Query: 250 QDFAIMGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTSADGRGIKIT 309 

QDFAINGV+ IGKVDY DGD NGSLISAINAVKDTTGVQASKDENGKLVLTSADGRGIKIT 
Sbjct: 241 QDFAINGVIIGKVDYKDGDNNGSLISAINAVKDTTGVQASKDENGKLVLTSADGRGIKIT 300 

Query: 310 GSIGVGAGILHT- -ENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSVSLRESKG 367 

G IGVG+GIL T ENYGRLSLVKNDGRDIN+SGTGLSAIGMGA DMISQ+SVSLRESKG 
Sbjct: 301 GDIGVGSGILSTQKENYGRLSLVKNDGRDINVSGTGLSAIGMGAADMISQASVSLRESKG 360 

Query: 3 68 QISAANADAMGFNAYNGGGAKQIIFASSI 3 96 

QISAANADAMGFN+YNGGGAKQI4- ASS I 
Sbjct: 361 QISAANADAMGFNSYNGGGAKQILQASSI 389 



tr Q93NL9 Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 557 AA 

align 

Score ^ 687 bits (1773), Expect =0.0 

Identities = 358/389 (92%), Positives = 377/389 (96%), Gaps = 2/389 (0%) 

Query : 10 ALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGIVIAIADSLRSQANTLGQAISNGND 69 

ALNAKANSDLN+4-+LD SL+RLSSGLRINSAADDASGMAIADSLRSQA1^;[TLGQAISNGND 
Sbjct: 1 ALNAKANSDLNAKSLDSSLARLSSGLRINSAADDASGMAIADSLRSQANTLGQAISNGND 60 

Query : 7 0 ALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLMEELDNIANTT 12 9 

ALGILQTADKAT^DEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN+LMEELDNIA^ 
Sbjct : 61 ALGILQTADKANDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLMEELDNIANTT 120 

Query: 130 SFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSFSSGTVGLTI 189 

SFNGKQLLSGGFTNQEFQIGSSSNQT+KA+IGATQSSKIGVTRFETGSQSF+SG VGLTI 
Sbjct: 121 SFNGKQLLSGGFTNQEFQIGSSSNQTVKATIGATQSSKIGVTRFETGSQSFTSGIVGLTI 180 

Query: 190 KNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGAYAIKAGNTS 249 

KlTYNGIEDFKFD+VVISTSVGTGLGALAEEIN+NADKTG+RAT-fDVK-f GAYAIICAG TS 
Sbjct: 181 KNYNGIEDFKFDNWISTSVGTGLGALAEEINKNADKTGVRATYDVKTTGAYAIKAGTTS 24 0 

Query: 250 QDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTSADGRGIKIT 3 09 

QDFAINGV+ IGKVDY DGD NGSLISAINAVKDTTGVQASKDEMGKLVLTSADGRGIKIT 
Sbjct: 241 QDFAINGVIIGKVDYKDGDNNGSLISAINAVKDTTGVQASKDENGKLVLTSADGRGIKIT 300 
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Query: 310 GSIGVGAGILHT- -ENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSVSLRESKG 367 

G IGVG+GIL T ENYGRLSLVKNDGRDIN+SGTGLSAIGMGA DMISQ+SVSLRESKG 
Sbjct: 301 GDIGVGSGILFTQKENYGRLSLVKNDGRDINVSGTGLSAIGMGAADMISQASVSLRESKG 360 

Query: 3 68 QISAANADAMGFNAYNGGGAKQIIFASSI 3 96 

QISAANADAMGFN+YNGGGAKQI+ ASSI 
Sbjct: 361 QISAANADAMGFNSYNGGGAKQILQASSI 389 



SP P2 22 51 Flagellin A [flaA] [Campylobacter jejuni] 575 AA 

FLA2_CAMJE align 

Score = 674 bits (1738), Expect = 0.0 

Identities = 351/398 (88%) , Positives = 374/398 (93%) , Gaps = 4/398 (1%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTNVAALNAKANSDLN+++LD SLSRLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 1 GFRINTNVAALNAKANSDLNAKSLDASLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

Query: 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAIS1TONDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN4^LME 
Sbjct : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIAlNfTTSFNGKQLLSG FTNQEFQIG+SSNQT+KA+IGATQSSKIGVTRFETG+QSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGNFTNQEFQIGASSNQTVKATIGATQSSKIGVTRFETGAQSF 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

+SG VGLTIKlNrYNGIEDFKFD+WISTSVGTGLGALAEEIN+'fADKTG4-RAT+DVK+ G 
Sbjct: 181 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKSADKTGVRATYDVKTTGV 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 3 00 

YAIK G TSQDFAINGV IGK++Y DGD NGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YAIKEGTTSQDFAINGVTIGKIEYKDGDGNGSLISAINAVKDTTGVQASKDENGKLVLTS 30O 

Query: 301 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

ADGRGIKITG IGVG+GIL ENYGRLSLVKNDGRDINISGT LSAIGMG TDMISQS 
Sbjct: 301 ADGRGIKITGDIGVGSGILANQKENYGRLSLVKNDGRDINISGTNLSAIGMGTTDMISQS 360 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

SVSLRESKGQISA NADAMGFN+Y GGG + +F ++ 
Sbjct: 361 SVSLRESKGQISATNADANGFNSYKGGG--KFVFTQNV 396 



S3.92.ll Flagellin (Fragment) [flaA] [Campylobacter coli] 575 AA 

align 

Score = 674 bits (1738), Expect = 0.0 

Identities = 352/398 (88%), Positives = 377/398 (94%), Gaps = 4/398 (1%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 6 0 

GFRINTN AALNAKANSDLNS++LDQSL+RLSSGLRINSAADDASGMAIADSLRSQA+TL 
Sbjct: 1 GFRINTNGAALNAKANSDLNSKSLDQSLARLSSGLRINSAADDASGMAIADSLRSQASTL 60 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 
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gqaisngndalgilqtadi<7vmdeqlkildtikti<:atqaaqdgqslktrtmlqadinrlme 
sbjct : 61 gqaisngndalgilqtadkamdeqlkildtiktkatqaaqdgqslktrtmlqadinrlme 120 

query: 121 eldnianttsfngkqllsggftnqefqigsssnqtikasigatqsskigvtrfetgsqsf 18 0 

SLDNTAIxITTSFNGKQLLSGGFTNQEFQIG+SSNQTIKA+IGATQSSKIGVTRFETG+QSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGASSNQTIKATIGATQSSKIGVTRFETGAQSF 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

+ SG VGLTIKI^IYNGIEDFKFD+VVISTSVGTGLGALAEEIN++ADKTG+RAT+DVK+ G 
Sbjct: 181 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKSADKTGVRATYDVKTTGV 24 0 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 30 0 

YAIK G TSQDFAINGV IGK++Y DGD +GSLISAINAVKDTTGVQASia3ENGKLVLTS 
Sbjct: 241 YAIKEGTTSQDFAINGVTIGKIEYKDGDGDGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 301 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

ADGRGIKITG IGVG+GIL ENYGRLSLVKNDGRDINISGT LSAIGMG TDMISQS 
Sbjct: 301 ADGRGIKITGDIGVGSGILANQKENYGRLSLVKNDGRDINISGTNLSAIGMGTTDMISQS 360 

Query: 3 59 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 3 96 

SVSLRESKGQISA NADAMGFN+Y GGG + + + +34- + 
Sbjct: 361 SVSLRESKGQISATNADAMGFNSYKGGG--KLVLSSAV 396 



085179 Flagellin A [flaA] [Campylobacter jejuni] 576 AA 

align 

Score = 674 bits (1738), Expect = 0.0 

Identities = 351/398 (88%) , Positives = 374/398 (93%) , Gaps = 4/398 (1%) 

Query: 1 GFRINTMVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTNVAALNAKAMSDLN+++LD SLSRLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 2 GFRINTNVAALNAKANSDLNAKSLDASLSRLSSGLRINSAADDASGMAIADSLRSQANTL 61 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN+LME 

sbjct : 62 gqaisngndalgilqtadkamdeqlkildtiktkatqaaqdgqslktrtmlqadinklme 121 

query: 121 eldnianttsfngkqllsggftnqefqigsssnqtikasigatqsskigvtrfetgsqsf 18 0 

eldnim;fttsfngkqllsg ftnqefqig+ssnqt+ka+igatqsskigvtrfetg+qsf 

Sbjct: 122 ELDNIANTTSFNGKQLLSGNFTNQEFQIGASSNQTVKATIGATQSSKIGVTRFETGAQSF 181 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

+ SG VGLTIKJNrYNGIEDFKFD+VVISTSVGTGLGALAEEIN-t-+A.DKTG+RAT+DVK+ G 
Sbjct: 182 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKSADKTGVRATYDVKTTGV 241 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIK G TSQDFAINGV IGK++Y DGD NGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 242 YAIKEGTTSQDFAINGVTIGKIEYKDGDGNGSLISAINAVKDTTGVQASKDENGKLVLTS 301 

Query: 301 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

ADGRGIKITG IGVG+GIL ENYGRLSLVKInIDGRDINISGT LSAIGMG TDMISQS 

Sbjct: 302 ADGRGIKITGDIGVGSGILANQKENYGRLSLVKNDGRDINISGTNLSAIGMGTTDMISQS 361 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

SVSLRESKGQISA NADAMGFM+Y GGG + +F ++ 
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Sbjct: 362 SVSLRESKGQISATNADAMGFNSYKGGG--KFVFTQNV 397 



tr 



Q,9R,950 



Flagellin A [flaA] [Campylobacter jejuni] 



576 AA 
ali^n 



Score = 672 bits (1733), Expect = 0.0 

Identities = 350/398 (87%), Positives = 374/398 (93%), Gaps = 4/398 (1%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTNVAALNAI<AtNlSDLN+++LD SLSRLSSGLRIMSAADDASGMAIADSLRSQANTL 
Sbjct: 2 GFRINTNVAALNAKANSDLNAKSLDASLSRLSSGLRINSAADDASGMAIADSLRSQANTL 61 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN+LME 
Sbjct : 62 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLME 121 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIANTTSFNGKQLLSG FTNQEFQIG+SSNQT+KA+IGATQSSKIGVTRFETG+QSF 
Sbjct: 122 ELDNIANTTSFNGKQLLSGNFTNQEFQIGASSNQTVKATIGATQSSKIGVTRFETGAQSF 181 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 24 0 

+ SG VGLTIKNYNGIEDFKFD+WISTSVGTGLGALAEEIN++ADKTG-fRAT-fDVK+ G 
Sbjct: 182 TSGWGLTIKMYNGIEDFKFDNWISTSVGTGLGALAEEINKSADKTGVRATYDVKTTGV 241 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIK G TSQ+FAINGV IGK++Y DGD NGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 242 YAIKEGTTSQNFAINGVTIGKIEYKDGDGNGSLISAINAVKDTTGVQASKDENGKLVLTS 301 

Query: 3 01 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

ADGRGIKITG IGVG+GIL ENYGRLSLV.KNDGRDINISGT LSAIGMG TDMISQS 
Sbjct: 302 ADGRGIKITGDIGVGSGILANQKENYGRLSLVKNDGRDINISGTNLSAIGMGTTDMISQS 361 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

SVSLRESKGQISA NADAMGFN-fY GGG -f +F 
Sbjct: 362 SVSLRESKGQISATNADAMGFNSYKGGG--KFVFTQNV 397 



Q9RF26 Chimeric flagellin A/B [Ceimpylobacter jejuni] 576 AA 



Score = 670 bits (1728), Expect =0.0 

Identities = 349/398 (87%), Positives = 373/398 (93%), Gaps = 4/398 (1%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTMVAALNAKANSDLM+++LD SLSRLSSGLRINSAADDASGMAIADSLRSQA TL 
Sbjct: 2 GFRINTNVAALNAKANSDLNAKSLDASLSRLSSGLRINSAADDASGMAIADSLRSQAATL 61 

Query: 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAI+NGNDA+GILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 
Sbjct : 62 GQAINNGNDAIGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 121 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIANTTSFNGKQLLSG FTNQEFQIG+SSNQT+KA+IGATQSSKIGVTRFETG+QSF 
Sbjct: 122 ELDNIANTTSFNGKQLLSGNFTNQEFQIGASSNQTVKATIGATQSSKIGVTRFETGAQSF 181 



align 
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Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

+ SG VGLTIKi;rYNGIEDFKFD+VVISTSVGTGLGALAEEIN++ADKTG+RAT+DVK+ G 
Sbjct: 182 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKSADKTGVRATYDVKTTGV 241 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIK G TSQDFAINGV IGK++Y DGD NGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 242 YAIKEGTTSQDFAINGVTIGKIEYKDGDGNGSLISAINAVKDTTGVQASKDENGKLVLTS 301 

Query: 3 01 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 35 8 

ADGRGIKITG IGVG+GIL ENYGRLSLVKNDGRDINISGT LSAIGMG TDMISQS 

Sbjct: 302 ADGRGIKITGDIGVGSGILANQKENYGRLSLVKNDGRDINISGTNLSAIGMGTTDMISQS 361 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 3 96 

SVSLRESKGQISA NADAMGFN4-Y GGG + 4-F +>f 
Sbjct: 362 SVSLRESKGQISATNADAMGFNSYKGGG--KFVFTQNV 397 



tr Flagellin A [flaA] [Campylobacter jejuni] 576 AA 

align 

Score = 669 bits (1727), Expect =0.0 

Identities = 349/398 (87%) , Positives = 373/398 (93%) , Gaps = 4/398 (1%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTN AALNAKANSDLN+++LD SLSRLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 2 GFRINTNGAALNAKANSDLNAKSLDASLSRLSSGLRINSAADDASGMAIADSLRSQANTL 61 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN+LME 
Sbjct : 62 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLME 121 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDNIANTTSFNGKQLLSG FTNQEFQIG+SSNQT+KA+IGATQSSKIGVTRFETG-f-QSF 
Sbjct: 122 ELDNIANTTSFNGKQLLSGNFTNQEFQIGASSNQTVKATIGATQSSKIGVTRFETGAQSF 181 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 24 0 

+ SG VGLTIKNYMGIEDFKFD4-VVlSTSVGTG;LGALAEEIN+~fADKTG+RAT4-DVK4- G 
Sbjct: 182 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKSADKTGVRATYDVKTTGV 241 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 3 00 

YAIK G TSQ+FAINGV IGK-f+Y DGD NGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 242 YAIKEGTTSQEFAINGVTIGKIEYKDGDGNGSLISAINAVKDTTGVQASKDENGKLVLTS 301 

Query: 301 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

ADGRGIKITG IGVG+GIL ENYGRLSLVKNDGRDINISGT LSAIGMG TDMISQS 

Sbjct: 302 ADGRGIKITGDIGVGSGILANQKENYGRLSLVKNDGRDINISGTNLSAIGMGTTDMISQS 361 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

SVSLRESKGQISA NADAMGFN+Y GGG -f 4-F + + 
Sbjct: 362 SVSLRESKGQISATNADAMGFNSYKGGG- -KFVFTQNV 397 



tr 0851 83^ Flagellin A [flaA] [Campylobacter jejuni] 576 AA 

align 
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sp 



P22252 
FLB2 CAMJE 



Flagellin B [flaB] [Campylobacter jejuni] 575 AA 

al i^n 



Score = 660 bits (1703), Expect = 0.0 

Identities = 344/398 (86%), Positives = 369/398 (92%), Gaps = 4/398 (1%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 6 0 

GFRINTN+ ALNA AWS +NS LD+SLSRLSSGLRINSAADDASGMAIADSLRSQA TL 
Sbjct: 1 GFRINTNIGALNAHANSWNSNELDKSLSRLSSGLRINSAADDASGMAIADSLRSQAATL 60 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAI +NGND A+ G I LQTA:D KAMD EQLKI LDT I KTKATQAAQDGQS LKTRTMLQ AD INRLME 
Sbjct : 61 GQAINNGNDAIGILQTADKANDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIANTTSFNGKQLLSG FTNQEFQIG+SSNQTIKA+IGATQSSKIGVTRFETG-f QSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGNFTNQEFQIGASSNQTIKATIGATQSSKIGVTRFETGAQSF 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

+ SG VGLTIKNYNGIEDFKFD+VVISTSVGTGLGALAEEIN'f+ADKTG4-RAT4-DVK+ G 
Sbjct: 181 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKSADKTGVRATYDVKTTGV 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIK G TSQDFAINGWIG+++Y DGD NG L+SAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YAIKEGTTSQDFAINGWIGQINYKDGDNNGQLVSAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 301 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

ADGRGIKITG IGVG+GIL ENYGRLSLVKNDGRDINISGT LSAIGMG TDMISQS 
Sbjct: 301 ADGRGIKITGDIGVGSGILANQKENYGRLSLVKNDGRDINISGTNLSAIGMGTTDMISQS 360 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

SVSLRESKGQISA NADAMGFH+Y GGG + +F ++ 
Sbjct: 361 SVSLRESKGQISATNADAMGFNSYKGGG--KFVFTQNV 396 



tr Q9RF2 5 Flagellin B [flaB] [Campylobacter jejuni] 576 AA 



Score = 660 bits (1703), Expect = 0.0 

Identities = 344/398 (86%), Positives = 369/398 (92%), Gaps = 4/398 (1%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTN+ ALNA ANS +NS LD+SLSRLSSGLRINSAADDASGMAIADSLRSQA TL 
Sbjct: 2 GFRINTNIGALNAHANSWNSNELDKSLSRLSSGLRINSAADDASGMAIADSLRSQAATL 61 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAI+NGNDA+GILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 
Sbjct : 62 GQAINNGNDAIGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 121 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIANTTSFNGKQLLSG FTNQEFQIG+SSNQTIKA+IGATQSSKIGVTRFETG+QSF 
Sbjct: 122 ELDNIANTTSFNGKQLLSGNFTNQEFQIGASSNQTIKATIGATQSSKIGVTRFETGAQSF 181 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

+SG VGLTIKNYNGIEDFKFD4-WISTSVGTGLGALAEEIN+4-ADKTG+RAT+DVK+ G 



alig n 



http://us.expasy.org/cgi-bin/blast.pl 



9/2/04 



ExPASy BLAST2 Interface 



Page 16 of 65 



Sbjct: 182 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKSADKTGVRATYDVKTTGV 241 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 30 0 

YAIK G TSQDFAINGWIG+++Y DGD NG L+SAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 242 YAIKEGTTSQDFAINGWIGQINYKDGDNNGQLVSAINAVKDTTGVQASKDENGKLVLTS 301 

Query: 301 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

ADGRGIKITG IGVG+GIL ENYGRLSLVKI^DGRDINISGT LSAIGMG TDMISQS 
Sbjct: 302 ADGRGIKITGDIGVGSGILANQKENYGRLSLVKNDGRDINISGTNLSAIGMGTTDMISQS 361 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

SVSLRESKGQISA NADAMGFN-^Y GGG -f +F + + 
Sbjct: 362 SVSLRESKGQISATNADAMGFNSYKGGG--KFVFTQNV 397 



tr Q7X516 FlaB [flaB] [Campylobacter jejuni] 576 AA 

align 

Score = 657 bits (1695), Expect = 0.0 

Identities = 341/398 (85%) , Positives - 368/398 (91%) , Gaps = 4/398 (1%) 

Query: 1 GFRINTNVAALNAKAJSTSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTN-f ALNA ANS -fNS LD+SLSRLSSGLRINSAADDASGMAIADSLRSQA TL 
Sbjct: 2 GFRINTNIGALNAHANSWNSNELDKSLSRLSSGLRINSAADDASGMAIADSLRSQAATL 61 

Que r y : 61 GQAI SNGNDALGI LQTADKAMDEQLKI LDT I KTKATQAAQDGQS LKTRTMLQAD INRLME 12 0 

GQAI+NGMDA+GILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN-fLME 
Sbjct : 62 GQAINNGNDAIGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLME 121 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDMIAMTTSFNGKQLLSG FTNQEFQIG+SSNQT-fKA+IGATQSSKIGVTRFETG-f QSF 
Sbjct: 122 ELDNIANTTSFNGKQLLSGNFTNQEFQIGASSNQTVKATIGATQSSKIGVTRFETGAQSF 181 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

+ SG VGLTIKNYNGIEDFKFD+VVISTSVGTGLGALAEEIN++ADKTG-fRAT+DVK+ G 
Sbjct: 182 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKSADKTGVRATYDVKTTGV 241 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIK G TSQDFAINGV IG+++Y DGD NG L+SAINAVKDTTGVQASKDSNGKLVLTS 
Sbjct: 242 YAIKEGTTSQDFAINGVAIGQINYKDGDNNGQLVSAINAVKDTTGVQASKDENGKLVLTS 301 

Query: 301 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

ADGRGIKITG IGVG+GIL ENYGRLSLVKNDGRDINISGT LSAIGMG TDMISQS 
Sbjct: 302 ADGRGIKITGDIGVGSGILANQKENYGRLSLVKNDGRDINISGTNLSAIGMGTTDMISQS 361 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

SVSLRESKGQISA NADAMGFN+Y GGG + +F 
Sbjct: 362 SVSLRESKGQISATNADAMGFNSYKGGG--KFVFTQNV 397 



tr Q6L5K6 Flagellin (Fragment) [flaA] [Campylobacter lari] 568 AA 

align 

Score = 608 bits (1568), Expect = e-173 

Identities = 321/396 (81%), Positives = 351/396 (88%), Gaps = 2/396 (0%) 



http://us.expasy.org/cgi-bin^last.pl 



9/2/04 



ExPASy BLAST2 Interface 



Page 17 of 65 



Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 6 0 

GFRINTNVA+LNA+AN++LNSRALD SLSRLSSGLRINSAADDASGMAIADSLRSQA+TL 
Sbjct: 1 GFRINTNVASLNAQANANLNSRALDTSLSRLSSGLRINSAADDASGMAIADSLRSQASTL 60 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAI+NGNDALGILQTADKAMDEQLKILDTIK KATQAAQDGQS KTR MLQADINRLME 
Sbj ct : 61 GQAINNGNDALGILQTADKAMDEQLKILDTIKVKATQAAQDGQSTKTRNMLQADINRLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIAJnITTSFNGKQLLSGGFTNQEFQIGS snq+ika+igatqsskigvtrfetgs s 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSQSNQSIKATIGATQSSKIGVTRFETGSMSN 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

+SG lti™yngi+dfkf VVISTSVGTG+GALAEEINR +D TG+RA F G 
Sbjct: 181 TSGIAQLTIKNYNGIDDFKFQPWISTSVGTGMGALAEEINRVSDVTGVRANFLVETTGV 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

AIKA TSQDF+INGV IG+V+Y DGDENG+LISAIN+VKDTTGV+ASKD ng+lvl s 
Sbjct: 241 GAIKADKTSQDFSINGVRIGEVEYKDGDENGALISAINSVKDTTGVEASKDANGRLVLNS 300 

Query: 301 ADGRGIKITGSIGVGAGILHT- -ENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

DGRGIKI GS+G+GAG+L ENYGRLSLVKNDG+DI ISGT LS IGMGA DMISQ4- 
Sbjct: 301 RDGRGIKIEGSMGMGAGVLKADYENYGRLSLVKNDGKDIAISGTNLSTIGMGAADMISQA 360 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFAS 394 

S+SLRESKG I ADAMGFNAY GGG + F+S 

Sbjct: 361 SISLRESKGNIDTMVADAMGFNAYKGGGKMIVTFSS 396 



Flagellin (Fragment) [flaA] [Campylobacter lari] 563 AA 

align 

Score = 606 bits (1563) , Expect = e-172 

Identities = 319/396 (80%) , Positives - 352/396 (88%) , Gaps = 2/396 (0%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTNVA+LNA+ N++LNSRALD SLSRLSSGLRINSAADDASGMAIADSLRSQAIsITL 
Sbjct: 1 GFRINTNVASLNAQNNANLNSRALDTSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

Query: 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRIjME 12 0 

GQAI+NGNDALGILQTADKAMDEQLKILDTIK ICATQAAQDGQS KTR MLQADINRLME 
Sbjct : 61 GQAINNGNDALGILQTADKAJVIDEQLKILDTIKVKATQAAQDGQSTKTRNMLQADINRLME 120 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDNIANTTSFNGKQLLSGGFTNQ FQIG+ SNQTI+ASIGATQSSKIGVTRFETGS s 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQSFQIGAQSNQTIQASIGATQSSKIGVTRFETGSMSH 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

ssG ltiknyngi+dfkf vvis+svgtg+galaeeinr ad TG+RA F V++ GA 

Sbjct: 181 SSGVAQLTIKNYNGIDDFKFQPWISSSVGTGIGALAEEINRVADITGVRANFLVQTTGA 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 3 00 

4-IKA TSQDF+INGV +G+V+Y DGDENG+LISAIN+VKDTTGV+ASKD NG+LVL S 
Sbjct: 241 GSIKADKTSQDFSINGVKVGEVEYKDGDENGALISAINSVKDTTGVEASKDANGRLVLNS 300 



http://us.expasy.org/cgi-bin/blast.pl 



9/2/04 



ExPASy BLAST2 Interface 



Page 18 of 65 



Query: 301 ADGRGIKITGSIGVGAGILHTE- -NYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 35 8 

DGRGI + ITGSIG G-fGI-f + N+GRLSLVKNDG+DI ISG+GLSAIGMGA DMISQ + 
Sbjct: 301 RDGRGIEITGSIGFGSGIMKDDYKNFGRLSLVKNDGKDILISGSGLSAIGMGAADMISQA 360 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFAS 3 94 

S-hSLRESKG I ADAMGFNAY GGG + FA+ 
Sbjct: 361 SISLRESKGNIDTNVADAMGFNAYKGGGKMIVTFAN 396 



Q6L5K1 Flagellin (Fragment) [flaA] [Campylobacter lari] 568 AA 

alig n 

Score = 606 bits (1562) , Expect = e-172 

Identities = 320/396 (80%), Positives = 350/396 (87%), Gaps = 2/396 (0%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTNYA-hLNA-fAN-f-fLNSRALD SLSRLSSGLRIMSAADDASGMAIADSLRSQA-f TL 
Sbjct: 1 GFRINTNVASLNAQANANLNSRALDTSLSRLSSGLRINSAADDASGMAIADSLRSQASTL 60 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAI+NGNDALGILQTADKAMDEQLKILDTIK KATQAAQDGQS KTR MLQADINRLME 
Sbj ct : 61 GQAINNGNDALGILQTADKAMDEQLKILDTIKVKATQAAQDGQSTKTRNMLQADINRLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDNIANTT+B^KGKQLLSGGFTNQEFQIGS SNQ+IKA+IGATQSSKIGVTRFETGS S 
Sbjct: 121 ELDNIANTTAFNGKQLLSGGFTNQEFQIGSQSNQSIKATIGATQSSKIGVTRFETGSMSK 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

SG LTIKNYNGI+DFKF VVISTSVGTG+GALAEEINR AD TG+RA F V++ G 
Sbjct: 181 DSGIAQLTIKNYNGIDDFKFQPWISTSVGTGMGALAEEINRVADVTGVRANFLVETTGV 24 0 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

AIKA TSQDF+INGV IG+V+Y DGDENG+LISAIN-fVKDTTGV-f ASKD NG+LVL S 
Sbjct: 241 GAIKADKTSQDFSINGVRIGEVEYKDGDENGALISAINSVKDTTGVEASKDANGRLVLNS 300 

Query: 301 ADGRGIKITGSIGVGAGILHT- -ENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

DGRGIKI GS+G-fGAG+L ENYGRLSLVKNDG+DI ISG+ LS IGMGAT MISQ-h 
Sbjct: 301 RDGRGIKIEGSMGMGAGVLKADYENYGRLSLVKNDGKDIAISGSNLSTIGMGATQMISQA 360 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFAS 3 94 

S+SLRESKG I ADAMGFNAY GGG + F+S 
Sbjct: 361 SISLRESKGNIDTNVADAMGFNAYKGGGKMIVTFSS 396 



tr Q6L5J 8 Flagellin (Fragment) [flaA] [Campylobacter lari] 568 AA 

ali gn 

Score = 604 bits (1558) , Expect = e-172 

Identities = 319/396 (80%), Positives = 350/396 (87%), Gaps = 2/396 (0%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINraVA+LNA+AW++LNSRALD SLSRLSSGLRINSAADDASGMAIADSLRSQA+TL 
Sbjct: 1 GFRINTNVASLNAQANANLNSRALDTSLSRLSSGLRINSAADDASGMAIADSLRSQASTL 60 

Query: 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 
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GQAI+NGNDALGILQTADKAMDEQLKILDTIK KATQAAQDGQS KTR MLQADINRLME 
Sbjct : 61 GQAINNGNDALGILQTADKAMDEQLKILDTIKVKATQAAQDGQSTKTRNMLQADINRLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIANTT+FNGKQLLSGGFTNQEFQIG+ SNQ+IKA+IGATQSSKIGVTRFETGS S 
Sbjct: 121 ELDNIANTTAFNGKQLLSGGFTNQEFQIGAQSNQSIKATIGATQSSKIGVTRFETGSMSN 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

+SG LTIKNYNGI+DFKF VVISTSVGTG-hGALAEEINR AD TG+RA F V++ G 
Sbjct: 181 TSGIAQLTIKNYNGIDDFKFQPWISTSVGTGMGALAEEINRVADVTGVRANFLVETTGV 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

AIKA TSQDF INGV IG+V+Y DGDENG+LISAIN+VKDTTGV+ASKD NG+LVL S 
Sbjct: 241 GAIKADKTSQDFTINGVRIGEVEYKDGDENGALISAINSVKDTTGVEASKDANGRLVLNS 300 

Query: 301 ADGRGIKITGSIGVGAGILHT- -ENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

DGRGIKI GS+G+GAG+L ENYGRLSLVKNDG+DI ISG-f LS IGMGA DMISQ4- 
Sbjct: 301 RDGRGIKIEGSMGMGAGVLKADYENYGRLSLVKNDGKDIAISGSNLSTIGMGAGDMISQA 360 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFAS 394 

S+SLRESKG I ADAMGFNAY GGG + F+S 

Sbjct: 361 SISLRESKGNIDTNVADAMGFNAYKGGGKMIVTFSS 396 



Q6L5K8 Flagellin (Fragment) [flaA] [Campylobacter lari] 567 AA 

align 



Score = 604 bits (1557) , Expect = e-171 

Identities = 319/396 (80%), Positives = 351/396 (88%), Gaps = 2/396 (0%) 



Query : 


1 


GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 


60 






GFRINTNVA+LMA+ N++LHSRALD SLSRLSSGLRINSAADDASGMAIADSLRSQAJSfTL 




Sbjct ; 


1 


GFRINTNVASLNAQNNANLNSRALDSSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 


60 


Query : 


61 


GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 


120 






GQAI+NGNDALGILQTADKAMDEQLKILDTIK KATQAAQDGQS KTR MLQADINRLME 




Sbjct : 


61 


GQAINNGNDALGILQTADKAMDEQLKILDTIKVKATQAAQDGQSTKTRNMLQADINRLME 


120 


Query : 


121 


ELDNI ANTTS FNGKQLLSGGFTNQE FQIGS S SNQTI KAS IGATQS S KIGVTRFETGSQS F 


180 






ELDNIAl^JTT + FNGKQLLSGGFTNQ FQIG+ SNQTI +ASIGATQSSKIGVTRFETGS S 




Sbjct : 


121 


ELDNIANTTAFNGKQLLSGGFTNQSFQIGAQSNQTIQASIGATQSSKIGVTRFETGSMSH 


180 


Query : 


181 


SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 


240 






SSG LTIKNYNGI+DFKF VVIS + SVGTG+GALAEEINR AD TG+RA F V+'h GA 




Sbjct : 


181 


SSGVAQLTIKNYNGIDDFKFQPWISSSVGTGMGALAEEINRVADVTGVRANFLVQTTGA 


240 


Query: 


241 


YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 


300 






+ IKA TSQDF INGV IG+V+Y DGDENG+LISAIN-f VKDTTGV+ASKD NG+LVL S 




Sbjct : 


241 


GSIKADKTSQDFTINGVKIGEVEYKDGDENGALISAINSVKDTTGVEASKDANGRLVLNS 


300 


Query : 


301 


ADGRGIKITGSIGVGAGILHTE--NYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 


358 






DGRGI + ITG-h+GVG+G+L + N-fGRLSLVKI-TDG+DI ISG+GLS IGMGA DMISQ+ 




Sbjct: 


301 


RDGRGIEITGNMGVGSGVLKDDYKNFGRLSLVKNDGKDILISGSGLSFIGMGAGDMISQA 


360 


Query: 


359 


SVSLRESKGQI S AANAD AMG FNAYNGGGAKQ I I FAS 3 94 





SVSLRESKG I ADAMGFNAY GGG I F+S 
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Sbjct: 361 SVSLRESKGNIDTHVADAMGFNAYKGGGKMVITFSS 396 



tr Q6L 5K2 Flagellin (Fragment) [flaA] [Campylobacter lari] 567 AA 

align 

Score = 603 bits (1555) , Expect = e-171 

Identities = 317/396 (80%), Positives = 351/396 (88%), Gaps = 2/396 (0%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 6 0 

GFRINTNVA+LNA+ N+4-LNSRALD SLSRLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 1 GFRINTNVASLNAQNNANLNSRALDSSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAI-fNGNDALGILQTADKAMDEQLKILDTIK KATQAAQDGQS KTR MLQADINRLME 
Sbj ct : 61 GQAINNGNDALGILQTADKAMDEQLKILDTIKVKATQAAQDGQSTKTRNMLQADINRLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIANTT-hFNGKQLLSGGFTNQ FQIG4- SNQTI+ASIGATQSSKIGVTRFETGS S 
Sbjct: 121 ELDNIANTTAFNGKQLLSGGFTNQSFQIGAQSNQTIQASIGATQSSKIGVTRFETGSMSH 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

SSG LTIKNYNGI+DFKF WIS + SVGTG-f GALAEEINR AD TG+RA F \/++ GA 
Sbjct: 181 SSGVAQLTIKNYNGIDDFKFQPWISSSVGTGMGALAEEINRVADVTGVRANFLVQTTGA 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 3 00 

+ IKA TSQDF INGV IG-fV+Y DGDENG+LISAIN+VKDTTGV+ASKD NG+LVL S 
Sbjct: 241 GSIKADKTSQDFTINGVKIGEVEYKDGDENGALISAINSVKDTTGVEASKDANGRLVLNS 300 

Query: 301 ADGRGIKITGSIGVGAGILHTE- -NYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

DGRGI + ITG ++GVG+G+L + N+GRLSLVKNDG+DI ISG+GLS IGMGA DMISQ-f 
Sbjct: 301 RDGRGIEITGNMGVGSGVLKDDYKNFGRLSLVKNDGKDILISGSGLSFIGMGAGDMISQA 360 

Query: 359 SVSLRESKGQISAANADANGFNAYNGGGAKQIIFAS 3 94 

S+SLRESKG I ADAMGFNAY GGG + F+S 
Sbjct: 361 SISLRESKGNIDTHIADAMGFNAYKGGGKMWTFSS 396 



tr Q6L5K9 Flagellin (Fragment) [flaA] [Campylobacter lari] 567 AA 

align 

Score = 602 bits (1553) , Expect = e-171 

Identities = 318/396 (80%), Positives = 350/396 (88%), Gaps = 2/396 (0%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTNVA+LNA+ N^+LNSRALD SLSRLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 1 GFRINTNVASLNAQNNANLNSRALDSSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 120 

GQAI+NGNDALGILQTADKAMDEQLKILDTIK KATQAAQDGQS KTR MLQADINRLME 
Sbj ct : 61 GQAINNGNDALGILQTADKAMDEQLKILDTIKVKATQAAQDGQSTKTRNMLQADINRLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIMJTT+FNGKQLLSGGFTNQ FQIG+ SNQTI+A IGATQSSKIGVTRFETGS S 
Sbjct: 121 ELDNIANTTAFNGKQLLSGGFTNQSFQIGAQSNQTIQAGIGATQSSKIGVTRFETGSMSH 180 
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jil ExPASy Home page 


SiteMap 


Search ExPASy 


Contact us 


Proteomics tools 


Svviss-Prot 1 










Search )Swiss-Prot/T rEMBL 


for |coli Campylobacter flage 



Welcome to the SIB BLAST Network Service 

If results of this search are reported or published, please mention that 
the computation was performed at the SIB using the BLAST network service. 
The SIB BLAST network service uses a server developed at SIB and the NCBI 
BLAST 2 software. 

In case of problems, please read the online BLAST h elp . 

If your question is not covered, please contact <help des k@ expasy . org > . 

NCBI BLAST program reference [PMID: 9254694 ] : 

Altschul S.F., Madden T.L., Schaffer A.A. , Zhang J., Zhang Z., Miller W., 
Lipman D.J. Gapped BLAST and PSI -BLAST: a new generation of protein 
database search programs. Nucleic Acids Res. 25:3389-3402(1997). 



Query length: 420 AA (of which 5% low-complexity regions filtered out) 
Date run: 2004-09-02 16:29:13 UTC+0100 on sib-gml . unil . ch 
Program: NCBI BLAST? 1 . 5 . 4 -Paracel [2003-06-05] 
Database: EXPASY/UniProt 

1,544,870 sequences; 494,584,931 total letters 

flllllll^ 



List of potentially matching sequences 

Send selected sequences to )Clustal W (multiple alignment) : M 
Select up to.:; 



n Include query sequence 



Db AC Description Score E-value 





sp 


P27053 


FLAA_CAMCO Flagellin A [flaA] [Campylobacter coli] 


750 


0 


0 


□ 


tr 


Q84IB9 


Flagellin (Fragment) [flaA] [Campylobacter jejuni] 


736 


0 


0 


n 


tr 


Q46009 


Flagellin [Campylobacter coli] 


724 


0 


0 


r 


sp 


P18245 


FLAB_CAMCO Flagellin B (Flagellin N) [flaB] [Campyloba.. 


. 723 


0 


0 


r 


tr 


Q9RPY6 


Flagellin A [flaA] [Campylobacter jejuni] 


722 


0 


0 


r 


tr 


Q99QL6 


Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 


702 


0 


0 


r 


tr 


Q99Q27 


Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 


696 


0 


0 


r 


tr 


Q93NL6 


Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 


687 


0 


0 


n 


tr 


Q93NL9 


Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 


687 


0 


0 


n 


sp 


P22251 


FLA2_CAMJE Flagellin A [flaA] [Campylobacter jejuni] 


674 


0 


0 
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r: 


tr 


Q8G9F3 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


coli] 


674 




0 . 0 


D 


tr 


085179 


Flagellin A [flaA] [Campylobacter jejuni] 








0.0 


D 


tr 


Q9R950 


Flagellin A [flaA] [Campylobacter jejuni] 




672 




0 . 0 


□ 


tr 


Q9RF2 6 


Chimeric flagellin A/B [Campylobacter jejuni] 


670 




0 . 0 


n 


tr 


Q9R_953 


Flagellin A [flaA] [Campylobacter jejuni] 




669 




0 . 0 


c 


tr 


085183 


Flagellin A [flaA] [Campylobacter jejuni] 




Ml 




0.0 


r 


sp 


P22252 


FLB2_CAJy[JE Flagellin B [flaB] [Campylobacte 


;r jejuni] 


660 




0.0 




tr 


Q9RF2 5 


Flagellin B [flaB] [Campylobacter jejuni] 




660 




0.0 


r 


tr 


Q7X516 


FlaB [flaB] [Campylobacter 


j ejuni] 




657 




0.0 




tr 


Q6L5K6 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


608 


e- 


-173 




tr 


Q6L5K7 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


606 


e- 


-172 


□ 


tr 


Q6L5K1 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


606 


e- 


-172 


n 


tr 


Q6L5J8 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


604 


e - 


172 


□ 


tr 


Q6L5K8 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


604 


e- 


171 


□ 


tr 


Q6L5K2 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


603 


e- 


171 


□ 


tr 


Q6L5K9 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


602 


e- 


171 


□ 


tr 


Q6L5J9 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


602 


e- 


171 




tr 


Q6L5J6 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


600 


e- 


170 


r 


tr 


Q6L5K4 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


600 


e- 


170 


□ 


tr 


Q6L5K5 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


599 


e- 


170 


□ 


tr 


Q6L5J7 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


599 


e- 


170 


c 


tr 


Q6L5L1 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


598 


e- 


170 


r 


tr 


Q6L5L0 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


598 


e- 


170 


1" 


tr 


Q6L5K0 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


598 


e- 


170 


r 


sp 


Q46113 


FLA3_CAMJE Flagellin A [flaA] [Campylobacter jejuni] 


597 


e- 


169 




tr 


085180 


Flagellin A [flaA] [Campylobacter jejuni] 




590 


e- 


167 


r 


tr 


Q84IB8 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


jejuni] 


590 


e- 


167 


r 


tr 


Q6L5K3 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


lari] 


590 


e- 


167 


r 


tr 


Q9R952 


Flagellin A [flaA] [Campylobacter jejuni] 




589 


e- 


167 


i~ 


tr 


030696 


Flagellin A [flaA] [Campylobacter jejuni] 




588 


e- 


167 


n 


tr 


Q8G9F1 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


coli] 


588 


e- 


167 


n 


tr 


085182 


Flagellin A [flaA] [Campylobacter jejuni] 




586 


e- 


166 


n 


tr 


Q9R949 


Flagellin A [flaA] [Campylobacter jejuni] 




586 


e- 


166 


i_ 


tr 


034938 


Flagellin A [flaA] [Campylobacter jejuni] 




585 


e- 


166 


n 


sp 


P56963 


FLA1_CAMJE Flagellin A [flaA] [Campylobacter jejuni] 


585 


e- 


166 


□ 


tr 


Q8G9F2 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


j ejuni] 


584 


e- 


166 


r 


tr 


030689 


Flagellin A [flaA] [Campylobacter jejuni] 




583 


e - 


165 


c 


sp 


Q46114 


FLB3_CAMJE Flagellin B [flaB] [Campylobacte 


r jejuni] 


581 


e- 


165 


r 


tr 


Q8G9F0 


Flagellin (Fragment) 


[flaA] 


[Campylobacter 


j ejuni] 


578 


e- 


164 


r 


tr 


Q93NL8 


Flagellin A (Fragment 


) [flaA] [Campylobacte 


r jejuni] 


572 


e- 


162 


r 


tr 


Q79AR6 


Flagellin [flaA] [Campylobacter jejuni] 




572 


e- 


162 


r 


tr 


Q933V4 


Flagellin A (Fragment) [flaA] [Campylobacte 


r jejuni] 


570 


e- 


161 


r 


tr 


085181 


Flagellin B [flaB] [Campylobacter jejuni] 




570 


e- 


161 


r 


tr 


Q93NL7 


Flagellin A (Fragment) [flaA] [Campylobacte 


r jejuni] 


569_ 


e- 


161 


D 


sp 


P56964 


FLB1__CAMJE Flagellin 


B [flaB] [Campylobacter jejuni] 


566 


e- 


160 
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tr 


Q9R954 


Flagellin 


B [flaB] 


[Campylobacter jejuni] 




565 


e- 


160 


n 


tr 


Q9R951 


Flagellin 


B [flaB] 


[Campylobacter jejuni] 




564 


e- 


160 


□ 


tr 


P96751 


Flagellin 


(Fragment 


) [flaA] 


^Campylobacter 


sp] 


561 


e- 


159 


n 


tr 


P96752 


Flagellin 


[flaB] [Campylobacter sp] 




559 


e- 


158 


r 


tr 


Q93GT4 


Flagellin 


(Fragment 


) [flaA] 


'Campylobacter 


lari] 


489 


e- 


137 


r 


tr 


Q93R24 


Flagellin 


(Fragment 


) [flaA] 


^Campylobacter 


lari] 


488 


e- 


137 


r 


tr 


Q84IC8_ 


Flagellin 


(Fragment 


) [flaA] 


^Campylobacter 


lari] 


483 


e- 


135 


c. 


tr 


Q84IC3 


Flagellin 


(Fragment 


) [flaA] 


^Campylobacter 


lari] 


4 82 


e - 


135 


a 


tr 


Q84IC6 


Flagellin 


(Fragment 


) [flaA] 


"Campylobacter 


lari] 


481 


e - 


135 


D 


tr 


Q84IC5 


Flagellin 


(Fragment 


) [flaA] 


^Campylobacter 


lari] 


481 


e- 


135 




tr 


Q84IC4 


Flagellin 


(Fragment 


) [flaA] 


'Campylobacter 


lari] 


481 


e- 


135 


U 


tr 


Q8RTy4 


Flagellin 


(Fragment 


) [flaA] 


^Campylobacter 


lari] 


479 


e - 


134 


a 


tr 


Q84IC9 


Flagellin 


(Fragment 


) [flaA] 


^Campylobacter 


lari] 


479 


e- 


134 


□ 


tr 


Q93GT1 


Flagellin 


(Fragment 


) [flaA] 


^Campylobacter 


lari] 


478 


e- 


134 


□ 


tr 


Q84 IC7 


Flagellin 


(Fragment 


) [flaA] 


^Campylobacter 


lari] 


478 


e- 


133 




tr 


Q84IC1 


Flagellin 


(Fragment 


) [flaA] 


[Campylobacter 


lari] 


473 


e- 


132 


n 


tr 


Q93GT2 


Flagellin 


(Fragment 


) [flaA] 


[Campylobacter 


lari] 


473 


e- 


132 


n 


tr 


Q84IC2 


Flagellin 


(Fragment 


) [flaA] 


[Campylobacter 


lari] 


471 


e- 


131 


n 


tr 


Q93GT3 


Flagellin 


(Fragment 


) [flaA] 


[Campylobacter 


lari] 


463 


e- 


129 


n 


tr 


Q46462 


Flagellin 


(Fragment 


) [fla2] 


[Campylobacter upsaliensis] 
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e- 
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□ 


tr 


Q46461 


Flagellin 


(Fragment 


) [flal] [ 


Campylobacter 


upsaliensis] 
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e- 
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tr 


Q84IC0 


Flagellin 


(Fragment 


) [flaA] [ 


Campylobacter 
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tr 


Q7M7N1 


FLAGELLIN 


B [FLAB] 


[Wolinella succinogenes] 
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tr 


Q7X2D0 


Flagellin 


B [flaB] 


[Helicobacter pylori (Campylobacter. . 


. 380 


e - 


104 


r 


tr 


Q56746 


Flagellin 


[flag] [Wolinella succinogenes] 




379 


e - 


104 


n 


sp 


Q07911 


FLAB_HELPY 


Flagellin B (Flagellin N) [flaB] 


[Helicobac . . 


. 376 


e- 


103 


r 


sp 


Q9ZMV8 


FLAB__HELPJ 


Flagellin B (Flagellin N) [flaB] 


[Helicobac . . 


. 376 


e- 


103 




tr 


Q8RNU8 


Flagellin B subunit 


[flaB] [Helicobacter pylori (Campy. . 


. 376 


e- 


103 


□ 


tr 


Q6VYQ1 


Flagellin 


B [flaB] 


[Helicobacter pylori (Campylobacter. . 


. 376 


e- 
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□ 


tr 


Q8GD4 9 


Flagellin 


[flaB] [Helicobacter pylori (Campylobacter p. . 


. 375 


e- 
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□ 


sp 


Q07910 


FLAB_HELMU 


Flagellin B (Flagellin N) [flaB] 


[Helicobac . . 


. 368 


e- 
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□ 


tr 


Q7X2D1 


Flagellin 


A [flaA] 


[Helicobacter pylori (Campylobacter.. 
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e - 


100 
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tr 


Q9XB3 7 
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B [flaB] 


[Helicobacter felis] 
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Major flagellin subunit FlaA 


1 (Major flagellin subuni . . 
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sp 
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Flagellin A [flaA] 


[Helicobacter 


pylori (Ca . . 
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le 
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sp 


Q9XB3 8 


FLAA_HELFE 


Flagellin A [flaA] 


[Helicobacter 


felis] 


358 


le 


-97 


r 


tr 


Q6VYQ2 


Flagellin A [flaA] 


^Helicobacter pylori (Campylobacter.. 


, 358 


le 
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r 


tr 


Q7VF81 


Minor flagellin subunit FlaB 


[flaB] [Helicobacter liepa . . 


. 3_56 


5e 


-97 


r 


sp 


P50612 


FLAA_HELMU 


Flagellin A [flaA] 


[Helicobacter 


mustelae] 


345 


9e 


-94 


r 


tr 


Q8VN93 


Flagellin 


B (Fragment) [flaB] 


[Helicobacter 


pylori (Ca. . 


. 335 


le 


-90 


r 


tr 


Q8VN92 


Flagellin B (Fragment) [flaB] 


[Helicobacter 


pylori (Ca. . 
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2e 


-90 
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tr 


Q93NM0 


Flagellin A (Fragment) [flaA] 


[Campylobacte 


r jejuni] 
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Be 


-90 
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tr 


Q93NM1 


Flagellin A (Fragment) [flaA] 


[Campylobacter jejuni] 


332 


le 


-89 
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tr 


Q8VN91 


Flagellin 


A (Fragment) [flaA] 


[Helicobacter pylori (Ca.. 


. 3_3_0 


2e 


-89 


c 


tr 


Q8VN90 


Flagellin A (Fragment) [flaA] 


[Helicobacter 


pylori (Ca . . 


330 


2e 


-89 
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Graphical overview of the alignments 



Click here 



I to resubmit your query after masking regions matching PROSITE profiles 
I or Pf am HMMs 

( Help ) (use ScanProsite for more details about PROSITE matches) 



Profile hits 
Pfan hits 



Flagellin.H 
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hatches on query sequence 
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Alignments 



sp 



P27053 
FLAA CAMCO 



Flagellin A [flaA] [Campylobacter coli] 572 AA 

align 



Score = 750 bits (1937), Expect = 0.0 

Identities = 396/396 (100%) , Positives = 396/396 (100%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

Query : 61 GQAISNGNDALGILQTADKANDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNGNDALGILQTADKAr4DEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 
Sbjct : 61 GQAISNGNDALGILQTADKANDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDNIMJTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 24 0 

S S GTVGLT I KLJ YNG I ED FKFDS VVI S TS VGTGLGALAEE INRNADKTG I RATFD VKS VGA 
Sbjct: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 3 01 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 360 

ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 
Sbjct: 301 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 360 

Query: 361 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

S LRE S KGQ I S AAISTAD AMGFNAY NGGG AKQ 1 1 FAS S I 
Sbjct: 361 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 



tr Q8 4IB9 Flagellin (Fragment) [flaA] [Campylobacter jejuni] 572 AA 



Score = 736 bits (1901), Expect = 0.0 

Identities = 389/396 (98%), Positives = 392/396 (98%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 6 0 

GFRINTN AALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANT+ 
Sbjct: 1 GFRINTNGAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTM 60 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNG+DALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 
Sbjct : 61 GQAISNGDDALGILQTADKANDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 120 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 



align 
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Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

SSGTVGLTIKNYNGIEDFKF +VVISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 
Sbjct: 181 SSGTVGLTIKNYNGIEDFKFQNWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Y IKAGNTSQDFAINGWIGKVDYSDGDEKTGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YTIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 3 01 AE1GRGIKITGSIGVGAGILHTENYGRL.SLVKNDGRDINISGTGLSAIGMGATDMISQSSV 360 

ADGRGIKITGSIGVGAGILHTENYGRLSLVKKf GRDINISGTGLSAIGMGATDMISQSSV 
Sbjct: 301 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNVGRDINISGTGLSAIGMGATDMISQSSV 360 

Query: 3 61 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 3 96 

S LRE S KGQ I S AAMAD AMGFNA YNGGG AKQ 1 1 FAS S I 
Sbjct: 361 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 



tr Q4 6 00 9 Flagellin [Campylobacter coli] 572 AA 

ali g n 

Score = 724 bits (1869), Expect =0.0 

Identities = 385/396 (97%), Positives = 389/396 (98%), Gaps = 1/396 (0%) 

Query: 1 GFRINTNVAALNAKANSDLMSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 6 0 

GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAAD ASGMAIADSLRSQANTL 
Sbjct: 2 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADVASGMAIADSLRSQANTL 61 

Query : 6 1 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAA+DGQSLKTRTMLQADINRLME 
Sbjct : 62 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAEDGQSLKTRTMLQADINRLME 121 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 180 

ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTR F 
Sbjct: 122 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRLNRFTK-F 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

SSGTVGLTIICNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFD+KSVGA 
Sbjct: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDLKSVGA 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIKAGNTSQDFAINGVVIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 301 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 360 

ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTG SAIGMGATDMISQSSV 
Sbjct: 301 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGFSAIGMGATDMISQSSV 360 

Query: 361 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

S LRE S KGQ I S AANADAMG FNAYNGGGAKQ 1 1 FAS S I 
Sbjct: 361 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 



sp P18245 Flagellin B (Flagellin N) [flaB] [Campylobacter coli] 572 AA 

FLAB_CAMCO 

align 
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tr 



Q9RPY6 



Flagellin A [flaA] [Campylobacter jejuni] 



574 AA 
align 



Score = 722 bits (1863), Expect = 0.0 

Identities = 379/396 (95%), Positives = 388/396 (97%), Gaps = 2/396 (0%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRIMTNVAALMAKANSDLHSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 2 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 61 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTNLQADINRLME 
Sbjct : 62 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 121 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 
Sbjct: 122 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 181 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

SSGTVGLTIKNYNGIEDFKFDSVVISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 
Sbjct: 182 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 241 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIKAGNTSQDFAINGWIG+4-+y+DGD NG LISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 242 YAIKAGNTSQDFAINGWIGQINYNDGDNNGQLISAINAVKDTTGVQASKDENGKLVLTS 301 

Query: 301 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 360 

ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 
Sbjct: 302 ADGRGIKITGSIGVGAGILHTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSV 361 

Query: 3 61 SLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 3 96 

SLRESKGQISAANADAMGFN+Y GGG + +F ++ 
Sbjct: 362 SLRESKGQISAANADAMGFNSYKGGG- -KFVFTQNV 395 



tr Q99QL6 Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 574 AA 



Score = 702 bits (1813), Expect = 0.0 

Identities = 366/398 (91%), Positives = 385/398 (95%), Gaps = 2/398 (0%) 
Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRiNTN aalnaka:nsdln+++ld sl+rlssglrinsaaddasgmaiadslrsqantl 

Sbjct: 1 GFRINTNGAALNAKANSDLNAKSLDSSLARLSSGLRINSAADDASGMAIADSLRSQANTL 60 

Query: 61 GQAI SNGNDALG I LQTAD KAMDEQLKI LDT I KTKATQAAQDGQS LKTRTMLQAD INRLME 12 0 

GQAISNGWDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN+LME 
Sbjct : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLME 120 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQT+ICA+IGATQSSKIGVTRFETGSQSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTVKATIGATQSSKIGVTRFETGSQSF 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 240 

+SG VGLTIKlNrYNGIEDFKFD-fWISTSVGTGLGALAEEIN-fNADKTG-fRAT+DVK+ GA 



align 
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Sbjct: 181 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKNADKTGVRATYDVKTTGA 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 30 0 

YAIKAG TSQDFAINGV+IGKVDY DGD NGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YAIKAGTTSQDFAINGVIIGKVDYKDGDNNGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 301 ADGRGIKITGSIGVGAGILHT- -ENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 35 8 

ADGRGIKITG IGVG+GIL T ENYGRLSLVKNDGRDIN+SGTGLSAIGMGA DMISQ+ 
Sbjct: 301 ADGRGIKITGDIGVGSGILSTQKENYGRLSLVKNDGRDINVSGTGLSAIGMGAADMISQA 360 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQIIFASSI 396 

S VS L R E S KGQ I S AANAD AMG FN-f YNGGGAKQ I + AS S I 
Sbjct: 361 SVSLRESKGQISAANADAMGFNSYNGGGAKQILQASSI 3 98 



tr Q99Q27 Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 576 AA 

align 

Score = 696 bits (1796), Expect =0.0 

Identities = 365/400 (91%) , Positives = 384/400 (95%) , Gaps = 4/400 (1%) 

Query: 1 GFRINTNVAALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTL 60 

GFRINTN AALmKAWSDLN+++LD SL+RLSSGLRINSAADDASGMAIADSLRSQANTL 
Sbjct: 1 GFRINTNGAALNAKANSDLMAKSLDSSLARLSSGLRINSAADDASGMAIADSLRSQANTL 60 

Query : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLME 12 0 

GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN+LME 
Sbjct : 61 GQAISNGNDALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLME 120 

Query: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSF 18 0 

ELDNIANTTSFNGKQLLSGGFT.NQEFQIGSSSNQT+KA+IGATQSSiaGVTRFETGSQSF 
Sbjct: 121 ELDNIANTTSFNGKQLLSGGFTNQEFQIGSSSNQTVKATIGATQSSKIGVTRFETGSQSF 180 

Query: 181 SSGTVGLTIKNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGA 24 0 

+SG VGLTIKNYNGIEDFKFD+WISTSVGTGLGALABEIN4-NADKTG+RAT+DVK+ GA 
Sbjct: 181 TSGWGLTIKNYNGIEDFKFDNWISTSVGTGLGALAEEINKNADKTGVRATYDVKTTGA 240 

Query: 241 YAIKAGNTSQDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

YAIKAG TSQDFAINGV+IGKVDY DGD NGSLISAINAVKDTTGVQASKDENGKLVLTS 
Sbjct: 241 YAIKAGTTSQDFAINGVIIGKVDYKDGDNNGSLISAINAVKDTTGVQASKDENGKLVLTS 300 

Query: 301 ADGRGIKITGSIGVGAGIL- -HTENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQS 358 

ADGRGIKITG IGVG+GIL ENYGRLSLVKNDGRDIN+SGTGLSAIGMGA DMISQ+ 
Sbjct: 301 ADGRGIKITGDIGVGSGILSAQKENYGRLSLVKNDGRDINVSGTGLSAIGMGAADMISQA 360 

Query: 359 SVSLRESKGQISAANADAMGFNAYNGGGAKQI - - IFASSI 396 

SVSLRESKGQISAA.NADAMGFN+YNGGGAKQI + ASS I 
Sbjct: 361 SVSLRESKGQISAANADAMGFNSYNGGGAKQILQVQASSI 400 



r Q93NL6 Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 557 AA 

align 

Score = 687 bits (1774), Expect = 0.0 

Identities = 358/389 (92%), Positives = 377/389 (96%), Gaps = 2/389 (0%) 
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Query: 10 ALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTLGQAISNGND 6 9 

ALNAKANSDLN+++LD SL+RLSSGLRINSAADDASGMAIADSLRSQANTLGQAISNGND 
Sbjct: 1 ALNAKANSDLNAKSLDSSLARLSSGLRINSAADDASGMAIADSLRSQANTLGQAISNGND 60 

Query: 7 0 ALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLMEELDNIANTT 12 9 

ALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN+LMEELDNIANTT 
Sbjct : 61 ALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLMEELDNIANTT 120 

Query: 130 SFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSFSSGTVGLTI 189 

SFNGKQLLSGGFTNQEFQIGSSSNQT+KA+IGATQSSKIGVTRFETGSQSF+SG VGLTI 
Sbjct: 121 SFNGKQLLSGGFTNQEFQIGSSSNQTVKATIGATQSSKIGVTRFETGSQSFTSGWGLTI 180 

Query: 190 KNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGAYAIKAGNTS 24 9 

I<CIxrYNGIEDFKFD+VVISTSVGTGLGALAEEIN+NADKTG-fRAT+DVK+ GAYAIKAG TS 
Sbjct: 181 KNYNGIEDFKFDNWISTSVGTGLGALAEEINKNADKTGVRATYDVKTTGAYAIKAGTTS 240 

Query: 25 0 QDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTSADGRGIKIT 3 09 

QDFAINGV+IGKVDY DGD NGSLISAIWAVKDTTGVQASKDENGKLVLTSADGRGIKIT 
Sbjct: 241 QDFAINGVIIGKVDYKDGDNNGSLISAINAVKDTTGVQASKDENGKLVLTSADGRGIKIT 300 

Query: 310 GSIGVGAGILHT- -ENYGRLSLVKNDGRDINISGTGLSAIGMGATDMISQSSVSLRESKG 367 

G IGVG+GIL T ENYGRLSLVKNDGRDIN4-SGTGLSAIGMGA DMISQ+SVSLRESKG 
Sbjct: 301 GDIGVGSGILSTQKENYGRLSLVKNDGRDINVSGTGLSAIGMGAADMISQASVSLRESKG 360 

Query: 3 68 QISAANADAJVIGFNAYNGGGAKQIIFASSI 3 96 

QISAANADAMGFN+YNGGGAKQI+ AS SI 
Sbjct: 361 QISAANADAMGFNSYNGGGAKQILQASSI 389 



tr Q93NL9 Flagellin A (Fragment) [flaA] [Campylobacter jejuni] 557 AA 

alig n 

Score = 687 bits (1773), Expect = 0.0 

Identities = 358/389 (92%), Positives = 377/389 (96%), Gaps = 2/389 (0%) 

Query: 10 ALNAKANSDLNSRALDQSLSRLSSGLRINSAADDASGMAIADSLRSQANTLGQAISNGND 69 

ALNAKANSDLN + + -^LD SL+RLSSGLRINSAADDASGMAIADSLRSQAWTLGQAISNGND 
Sbjct: 1 ALNAKANSDLNAKSLDSSLARLSSGLRINSAADDASGMAIADSLRSQANTLGQAISNGND 60 

Query: 7 0 ALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINRLMEELDNIANTT 12 9 

ALGILQTADKAJ^IDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADIN + LMEELDNTANTT 
Sbjct: 61 ALGILQTADKAMDEQLKILDTIKTKATQAAQDGQSLKTRTMLQADINKLMEELDNIANTT 120 

Query: 130 SFNGKQLLSGGFTNQEFQIGSSSNQTIKASIGATQSSKIGVTRFETGSQSFSSGTVGLTI 189 

SFNGKQLLSGGFTNQEFQIGSSSNQT+KA+IGATQSSKIGVTRFETGSQSF+SG VGLTI 
Sbjct: 121 SFNGKQLLSGGFTNQEFQIGSSSNQTVKATIGATQSSKIGVTRFETGSQSFTSGIVGLTI 180 

Query: 190 KNYNGIEDFKFDSWISTSVGTGLGALAEEINRNADKTGIRATFDVKSVGAYAIKAGNTS 24 9 

K^TYNGIEDFKFD+VVISTSVGTGLGALAEEIN+NADKTG+RAT+DVK+ GAYAIKAG TS 
Sbjct: 181 KNYNGIEDFKFDITWISTSVGTGLGALAEEINKNADKTGVRATYDVKTTGAYAIKAGTTS 24 0 

Query: 250 QDFAINGWIGKVDYSDGDENGSLISAINAVKDTTGVQASKDENGKLVLTSADGRGIKIT 3 09 

QDFAINGV+IGKVDY DGD NGSLISAINAVKDTTGVQASKDENGKLVLTSADGRGIKIT 
Sbjct: 241 QDFAINGVIIGKVDYKDGDNNGSLISAINAVKDTTGVQASKDENGKLVLTSADGRGIKIT 300 



http://us.expasy.org/cgi-bin/blast.pl 
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